SEQUENCE LISTING 
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<110> Yale University 
Carlson, John R. 
Kim , Hunhyong 
Clyne, Peter J . 
Warr, Coral G. 

<12 0> Novel Family of Odorant Receptor Genes in Drosophila 

<130> 44574-5061-WO 

<140> 
<141> 

<150> US 60/117,132 

<151> 1999-01-25 

<160> 112 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 767 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (765) 

<223> DOR 22A.2, coding region of NCBI Accession No. 
AF127924 

<400> 1 

atg tta age cag ttc ttt ccc cac att aaa gaa aag cca ttg age gag 4 8 
Met Leu Ser Gin Phe Phe Pro His lie Lys Glu Lys Pro Leu Ser Glu 
1 5 10 15 

egg gtt aag tec cga gat gee ttc gtt tac tta gat egg gtg atg tgg 96 
Arg Val Lys Ser Arg Asp Ala Phe Val Tyr Leu Asp Arg Val Met Trp 
20 25 30 

tec ttt ggc tgg aca gtg cct gaa aac aaa agg tgg gat eta cat tac 144 
Ser Phe Gly Trp Thr Val Pro Glu Asn Lys Arg Trp Asp Leu His Tyr 
35 40 45 

aaa ctg tgg tea act ttc gtg aca ttg ttg ata ttt ate ctt ctg ccg 192 
Lys Leu Trp Ser Thr Phe Val Thr Leu Leu lie Phe lie Leu Leu Pro 
50 55 60 




ata teg gta age gtt gag tat att cag egg ttc aag ace ttc teg gcg 240 
lie Ser Val Ser Val Glu Tyr lie Gin Arg Phe Lys Thr Phe S.er Ala 
65 70 75 80 

ggt gag ttt ctt age tea ate cag att ggc gtt aac atg tac gga age 288 
Gly Glu Phe Leu Ser Ser lie Gin lie Gly Val Asn Met Tyr Gly Ser 
85 90 95 

age ttt aaa agt tat ttg ace atg atg gga tat aag aag aga cag gag 336 
Ser Phe Lys Ser Tyr Leu Thr Met Met Gly Tyr Lys Lys Arg Gin Glu 
100 105 110 

get aag atg tea ctg gat gag ctg gac aag aga tgc gtt tgt gat gag 384 
Ala Lys Met Ser Leu Asp Glu Leu Asp Lys Arg Cys Val Cys Asp Glu 
115 120 125 

gag agg ace att gta cat cga cat gtc gee ctg gga aac ttt tgc tat 432 
Glu Arg Thr lie Val His Arg His Val Ala Leu Gly Asn Phe Cys Tyr 
130 135 140 

att ttc tat cac att gcg tac act age ttt ttg att tea aac ttt ttg 480 
lie Phe Tyr His lie Ala Tyr Thr Ser Phe Leu lie Ser Asn Phe Leu 
145 150 155 160 

tea ttt ata atg aag aga ate cat gee tgg cgc atg tac ttt ccc tac 528 
Ser Phe lie Met Lys Arg lie His Ala Trp Arg Met Tyr Phe Pro Tyr 
165 170 175 

gtc gac ccc gaa aag caa ttt tac ate tct age ate gee gaa gtc att 576 
Val Asp Pro Glu Lys Gin Phe Tyr lie Ser Ser lie Ala Glu Val lie 
180 185 190 

ctt agg gga tgg gee gtc ttc atg gat etc tgc acg gat gtg tgt cct 624 
Leu Arg Gly Trp Ala Val Phe Met Asp Leu Cys Thr Asp Val Cys Pro 
195 200 205 

ttg ate tec atg gta ata gca cga tgc cac ate acc ctt ctg aaa cag 672 
Leu lie Ser Met Val lie Ala Arg Cys His lie Thr Leu Leu Lys Gin 
210 215 220 

cgc ctg cga aat eta cga teg gaa cca gga agg acg gaa gat gag tac 720 
Arg Leu Arg Asn Leu Arg Ser Glu Pro Gly Arg Thr Glu Asp Glu Tyr 
225 230 235 240 

ttg aag gag etc gee gac tgc gtt cga gat cac cgc ttg ata ttg ga 767 
Leu Lys Glu Leu Ala Asp Cys Val Arg Asp His Arg Leu lie Leu 
245 250 255 



73 



<210> 2 

<211> 255 

<212> PRT 

<213> Drosophila melanogaster 

<400> 2 

Met Leu Ser Gin Phe Phe Pro His lie Lys Glu Lys Pro Leu Ser Glu 
1 5 10 15 

Arg Val Lys Ser Arg Asp Ala Phe Val Tyr Leu Asp Arg Val Met Trp 
20 25 30 

Ser Phe Gly Trp Thr Val Pro Glu Asn Lys Arg Trp Asp Leu His Tyr 
35 40 45 

Lys Leu Trp Ser Thr Phe Val Thr Leu Leu lie Phe lie Leu Leu Pro 

□ 50 55 60 

J5 He Ser Val Ser Val Glu Tyr He Gin Arg Phe Lys Thr Phe Ser Ala 

; =A 65 70 75 80 

^\ Gly Glu Phe Leu Ser Ser He Gin He Gly Val Asn Met Tyr Gly Ser 

M ' 8 5 90 * 95 

'L Ser Phe Lys Ser Tyr Leu Thr Met Met Gly Tyr Lys Lys Arg Gin Glu 

^ 100 105 110 

m Ala Lys Met Ser Leu Asp Glu Leu Asp Lys Arg Cys Val Cys Asp Glu 

q 115 120 125 

Glu Arg Thr lie Val His Arg His Val Ala Leu Gly Asn Phe Cys Tyr 
130 135 140 

He Phe Tyr His He Ala Tyr Thr Ser Phe Leu lie Ser Asn Phe Leu 
145 150 155 160 

Ser Phe lie Met Lys Arg lie His Ala Trp Arg Met Tyr Phe Pro Tyr 
165 170 175 

Val Asp Pro Glu Lys Gin Phe Tyr lie Ser Ser lie Ala Glu Val He 
180 185 190 

Leu Arg Gly Trp Ala Val Phe Met Asp Leu Cys Thr Asp Val Cys Pro 
195 200 205 

Leu lie Ser Met Val lie Ala Arg Cys His lie Thr Leu Leu Lys Gin 

3 




210 215 220 

Arg Leu Arg Asn Leu Arg Ser Glu Pro Gly Arg Thr Glu Asp Glu Tyr 
225 230 235 240 

Leu Lys Glu Leu Ala Asp Cys Val Arg Asp His Arg Leu lie Leu 
245 250 255 



<210> 3 
<211> 1140 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1137) 

<223> DOR 22C.1, a coding segment on BDGP Clone No. 
AC004716 

<400> 3 

atg act gac age ggg cag cct gec att gec gac cac ttt tat egg att 48 
Met Thr Asp Ser Gly Gin Pro Ala lie Ala Asp His Phe Tyr Arg lie 
15 10 15 

ccc cgc ate tec ggc etc att gtc ggc etc tgg ccg caa agg ata agg 96 
Pro Arg lie Ser Gly Leu lie Val Gly Leu Trp Pro Gin Arg lie Arg 
20 25 30 

ggc ggg ggc ggt cgt cct tgg cac gec cat ctg etc ttc gtg ttc gec 144 
Gly Gly Gly Gly Arg Pro Trp His Ala His Leu Leu Phe Val Phe Ala 
35 40 45 

ttc gee atg gtg gtg gtg ggt gcg gtg ggc gag gtg teg tac ggc tgt 192 
Phe Ala Met Val Val Val Gly Ala Val Gly Glu Val Ser Tyr Gly Cys 
50 55 60 

gtc cac ctg gac aac ctg gtg gtg gcg ctg gag gee ttc tgc ccc gga 240 
Val His Leu Asp Asn Leu Val Val Ala Leu Glu Ala Phe Cys Pro Gly 
65 70 75 80 

ace ace aag gcg gtc tgc gtt ttg aag ctg tgg gtc ttc ttc cgc tec 288 
Thr Thr Lys Ala Val Cys Val Leu Lys Leu Trp Val Phe Phe Arg Ser 
85 .90 95 

aat cgc egg tgg gcg gag ttg gtc cag cgc ctg egg get att ttg etc 336 
Asn Arg Arg Trp Ala Glu Leu Val Gin Arg Leu Arg Ala lie Leu Leu 



100 105 110 

age ctg ttg ttg etc age tct ggc acg gcg aca aat gec gec ttc acc" 384 
Ser Leu Leu Leu Leu Ser Ser Gly Thr Ala Thr Asn Ala Ala Phe Thr 
115 120 125 

ttg caa ccg ctg att atg ggt etc tac cgc tgg att gtg cag ctg cca 432 
Leu Gin Pro Leu lie Met Gly Leu Tyr Arg Trp lie Val Gin Leu Pro 
130 135 140 

ggt caa acc gag ctg ccc ttt aat ate ata ctg ccc teg ttt gec gtg 480 
Gly Gin Thr Glu Leu Pro Phe Asn lie lie Leu Pro Ser Phe Ala Val 
145 150 155 160 

cag cca gga gtc ttt ccg etc acc tac gtg ctg ctg acc get tec ggt 528 
Gin Pro Gly Val Phe Pro Leu Thr Tyr Val Leu Leu Thr Ala Ser Gly 
165 170 175 

gee tgc acc gtt ttc gee ttc age ttc gtg gac gga ttc ttc att tgc 576 
Ala Cys Thr Val Phe Ala Phe Ser Phe Val Asp Gly Phe Phe lie Cys 
180 185 190 

teg tgc etc tac ate tgc ggc get ttc egg ctg gtg cag cag gac att 624 
Ser Cys Leu Tyr lie Cys Gly Ala Phe Arg Leu Val Gin Gin Asp lie 
195 200 205 

cgc agg ata ttt gec gat ttg cat ggc gtg gat gtg ttc acc gag gag 672 
Arg Arg lie Phe Ala Asp Leu His Gly Val Asp Val Phe Thr Glu Glu 
210 215 220 

atg aac gcg gag gtg egg cac aga ctg gee caa gtt gtc gag egg cac 720 
Met Asn Ala Glu Val Arg His Arg Leu Ala Gin Val Val Glu Arg His 
225 230 235 240 

aat gcg att ate gat ttc tgc acg gac eta aca cgc cag ttc acc gtt 768 
Asn Ala lie lie Asp Phe Cys Thr Asp Leu Thr Arg Gin Phe Thr Val 
245 250 255 

ate gtt tta atg cat ttc ctg tec gee gee ttc gtc etc tgc teg acc 816 
lie Val Leu Met His Phe Leu Ser Ala Ala Phe Val Leu Cys Ser Thr 
260 265 270 

ate ctg gac ate atg ttg aac acg teg teg ttg age ggc tta acc tac 864 
lie Leu Asp lie Met Leu Asn Thr Ser Ser Leu Ser Gly Leu Thr Tyr 
275 280 285 

ate tgc tat ate ate gcg gee eta acg cag eta ttc etc tac tgc ttc 912 
lie Cys Tyr lie lie Ala Ala Leu Thr Gin Leu Phe Leu Tyr Cys Phe 



1G 



290 295 300 

gga ggc aat cac gtc age gag agt agt gcg get gtg gcg gac gtg ctg 960 
Gly Gly Asn His Val Ser Glu Ser Ser Ala Ala Val Ala Asp Val Leu 
305 310 315 320 

tac gac atg gag tgg tac aaa tgc gat gcg agg act agg aaa gtg att 1008 
Tyr Asp Met Glu Trp Tyr Lys Cys Asp Ala Arg Thr Arg Lys Val lie 
325 330 335 

tta atg ata ttg cgc cgt teg cag egg gca aaa aca att gcg gtg ccg 1056 
Leu Met lie Leu Arg Arg Ser Gin Arg Ala Lys Thr lie Ala Val Pro 
340 345 350 

ttt ttt acg ccc tea ctg cca gca etc cga tct ata etc age aca gee 1104 
Phe Phe Thr Pro Ser Leu Pro Ala Leu Arg Ser lie Leu Ser Thr Ala 
355 360 365 

ggc tea tat ate acg ctg eta aag acg ttc ctg taa 1140 
Gly Ser Tyr lie Thr Leu Leu Lys Thr Phe Leu 
370 375 



<210> 4 

<211> 379 

<212> PRT 

x213> Drosophila melanogaster 

<400> 4 

Met Thr Asp Ser Gly Gin Pro Ala lie Ala Asp His Phe Tyr Arg lie 
1 5 10 15 

Pro Arg lie Ser Gly Leu lie Val Gly Leu Trp Pro Gin Arg lie Arg 
20 25 30 

Gly Gly Gly Gly Arg Pro Trp His Ala His Leu Leu Phe Val Phe Ala 
35 40 45 

Phe Ala Met Val Val Val Gly Ala Val Gly Glu Val Ser Tyr Gly Cys 
50 55 60 

Val His Leu Asp Asn Leu Val Val Ala Leu Glu Ala Phe Cys Pro Gly 
65 70 75 80 

Thr Thr Lys Ala Val Cys Val Leu Lys Leu Trp Val Phe Phe Arg Ser 
85 90 95 " 

Asn Arg Arg Trp Ala Glu Leu Val Gin Arg Leu Arg Ala lie Leu Leu 
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100 105 110 

Ser Leu Leu Leu Leu Ser Ser Gly Thr Ala Thr Asn Ala Ala Phe Thr 
115 120 125 

Leu Gin Pro Leu lie Met Gly Leu Tyr Arg Trp lie Val Gin Leu Pro 
130 135 140 

Gly Gin Thr Glu Leu Pro Phe Asn lie lie Leu Pro Ser Phe Ala Val 
145 150 155 160 

Gin Pro Gly Val Phe Pro Leu Thr Tyr Val Leu Leu Thr Ala Ser Gly 
165 170 175 

Ala Cys Thr Val Phe Ala Phe Ser Phe Val Asp Gly Phe Phe lie Cys 
180 185 190 

Ser Cys Leu Tyr lie Cys Gly Ala Phe Arg Leu Val Gin Gin Asp lie 
195 200 205 

Arg Arg lie Phe Ala Asp Leu His Gly Val Asp Val Phe Thr Glu Glu 
210 215 220 

Met Asn Ala Glu Val Arg His Arg Leu Ala Gin Val Val Glu Arg His 
225 230 235 240 

Asn Ala lie lie Asp Phe Cys Thr Asp Leu Thr Arg Gin Phe Thr Val 
245 250 255 

lie Val Leu Met His Phe Leu Ser Ala Ala Phe Val Leu Cys Ser Thr 
260 265 270 

lie Leu Asp lie Met Leu Asn Thr Ser Ser Leu Ser Gly Leu Thr Tyr 
275 280 285 

lie Cys Tyr lie lie Ala Ala Leu Thr Gin Leu Phe Leu Tyr Cys Phe 
290 295 300 

Gly Gly Asn His Val Ser Glu Ser Ser Ala Ala Val Ala Asp Val Leu 
305 310 315 320 

Tyr Asp Met Glu Trp Tyr Lys Cys Asp Ala Arg Thr Arg Lys Val lie 
325 330 335 

Leu Met lie Leu Arg Arg Ser Gin Arg Ala Lys Thr lie Ala Val Pro 
340 345 350 

Phe Phe Thr Pro Ser Leu Pro Ala Leu Arg Ser lie Leu Ser Thr Ala 
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355 360 365 

Gly Ser Tyr lie Thr Leu Leu Lys Thr Phe Leu 
370 375 



<210> 5 
<211> 1140 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1137) 

<223> DOR23A.1, coding region of AF127925 
<400> 5 

atg aag etc age gaa acc eta aaa ate gac tat ttt cga gtc cag ttg 48 
Met Lys Leu Ser Glu Thr Leu Lys lie Asp Tyr Phe Arg Val Gin Leu 
15 10 15 

aat gee tgg cga att tgt ggt gee ttg gat etc age gag' ggt agg tac 96 
Asn Ala Trp Arg lie Cys Gly Ala Leu Asp Leu Ser Glu Gly Arg Tyr 
20 25 30 

tgg agt tgg teg atg eta ttg tgc ate ttg gtg tac ctg ccg aca ccc 14 4 
Trp Ser Trp Ser Met Leu Leu Cys lie Leu Val Tyr Leu Pro Thr Pro 
35 40 45 

atg eta ctg aga gga gta tac agt ttc gaa gat ccg gtg gaa aat aat 192 
Met Leu Leu Arg Gly Val Tyr Ser Phe Glu Asp Pro Val Glu Asn Asn 
50 55 60 

ttc age ttg age ctg acg gtc act teg ctg tec aat etc atg aag ttc 240 
Phe Ser Leu Ser Leu Thr Val Thr Ser Leu Ser Asn Leu Met Lys Phe 
65 70 75 80 

tgc atg tac gtg gee caa eta aca aag atg gtc gag gtc cag agt ctt 288 
Cys Met Tyr Val Ala Gin Leu Thr Lys Met Val Glu Val Gin Ser Leu 
85 90 95 

att ggt cag ctg gat gee egg gtt tct ggc gag age cag tct gag cgt 336 
lie Gly Gin Leu Asp Ala Arg Val Ser Gly Glu Ser Gin Ser Glu Arg 
100 105 110 

cat aga aat atg acc gag cac ctg eta agg atg tec aag ctg ttc cag 384 
His Arg Asn Met Thr Glu His Leu Leu Arg Met Ser Lys Leu Phe Gin 
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115 120 125 

ate acc tac get gta gtc ttc ate att get gca gtt ccc ttc gtt ttc 432 

lie Thr Tyr Ala Val Val Phe lie lie Ala Ala Val Pro Phe Val Phe 

130 135 140 

gaa act gag eta age tta ccc atg ccc atg tgg ttt ccc ttc gac tgg 480 

Glu Thr Glu Leu Ser Leu Pro Met Pro Met Trp Phe Pro Phe Asp Trp 

145 150 155 160 

aag aac teg atg gtg gec tac ate gga get ctg gtt ttc cag gag att 528 

Lys Asn Ser Met Val Ala Tyr lie Gly Ala Leu Val Phe Gin Glu lie 

165 170 175 

ggc tat gtc ttt caa att atg caa tgc ttt gca get gac teg ttt ccc 576 

Gly Tyr Val Phe Gin lie Met Gin Cys Phe Ala Ala Asp Ser Phe Pro 

180 185 190 

Q ccg etc gta ctg tac ctg ate tec gag caa tgt caa ttg ctg ate ctg 624 

Up Pro Leu Val Leu Tyr Leu lie Ser Glu Gin Cys Gin Leu Leu lie Leu 

=E 195 200 205 



Ul 



aga ate tct gaa ate gga tat ggt tac aag act ctg gag gag aac gaa 672 
Arg lie Ser Glu lie Gly Tyr Gly Tyr Lys Thr Leu Glu Glu Asn Glu 
210 215 220 

cag gat ctg gtc aac tgc ate agg gat caa aac gcg ctg tat aga tta 720 
Gin Asp Leu Val Asn Cys lie Arg Asp Gin Asn Ala Leu Tyr Arg Leu 
225 230 235 . 240 

etc gat gtg acc aag agt etc gtt teg tat ccc atg atg gtg cag ttt 768 
Leu Asp Val Thr Lys Ser Leu Val SeV Tyr Pro Met Met Val Gin Phe 
245 250 255 

atg gtt att ggc ate aac ate gee ate acc eta ttt gtc ctg ata ttt 816 
Met Val lie Gly lie Asn lie Ala lie Thr Leu Phe Val Leu lie Phe 
260 265 270 

tac gtg gag acc ttg tac gat cgc ate tat tat ctt tgc ttt etc ttg 864 
Tyr Val Glu Thr Leu Tyr Asp Arg lie Tyr Tyr Leu Cys Phe Leu Leu 
275 280 285 

ggc ate acc gtg cag aca tat cca ttg tgc tac tat gga acc atg gtg 912 
Gly lie Thr Val Gin Thr Tyr Pro Leu Cys Tyr Tyr Gly Thr Met Val 
290 295 300 

cag gag agt ttt get gag ctt cac tat gcg gta ttc tgc age aac tgg 960 
Gin Glu Ser Phe Ala Glu Leu His Tyr Ala Val Phe Cys Ser Asn Trp 



305 310 315 320 

gtg gat caa agt gcc age tat cgt ggg cac atg etc ate ctg gcg gag 1008 

Val Asp Gin Ser Ala Ser Tyr Arg Gly His Met Leu lie Leu Ala Glu 

325 330 335 

cgc act aag egg atg cag ctt etc etc gcc ggc aac ctg gtg ccc ate 1056 

Arg Thr Lys Arg Met Gin Leu Leu Leu Ala Gly Asn Leu Val Pro lie 

340 345 350 

cac ctg age ace tac gtg gcc tgt tgg aag gga gcc tac tec ttc ttc 1104 

His Leu Ser Thr Tyr Val Ala Cys Trp Lys Gly Ala Tyr Ser Phe Phe 
355 360 365 

acc ctg atg gcc gat cga gat ggc ctg ggt tct tag 1140 

Thr Leu Met Ala Asp Arg Asp Gly Leu Gly Ser 
370 375 



<210> 6 
<211> 379 
<212> PRT 

<213> Drosophila melanogaster 
<400> 6 

Met Lys Leu Ser Glu Thr Leu Lys lie Asp Tyr Phe Arg Val Gin Leu 
1 - 5 10 15 

Asn Ala Trp Arg lie Cys Gly Ala Leu Asp Leu Ser Glu Gly Arg Tyr 
20 25 30 

Trp Ser Trp Ser Met Leu Leu Cys lie Leu Val Tyr Leu Pro Thr Pro 
35 « 40 45 

Met Leu Leu Arg Gly Val Tyr Ser Phe Glu Asp Pro Val Glu Asn Asn 
50 55 60 

Phe Ser Leu Ser Leu Thr Val Thr Ser Leu Ser Asn Leu Met Lys Phe 
65 70 75 80 

Cys Met Tyr Val Ala Gin Leu Thr Lys Met Val Glu Val Gin Ser Leu 
85 90 95 

lie Gly Gin Leu Asp Ala Arg Val Ser Gly Glu Ser Gin Ser Glu Arg 
100 105 110. 

His Arg Asn Met Thr Glu His Leu Leu Arg Met Ser Lys Leu Phe Gin 
115 120 125 
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lie Thr Tyr 
130 

Glu Thr Glu 
145 

Lys Asn Ser 



Gly Tyr Val 



Pro Leu Val 
195 

Arg lie Ser 
210 

o 

*A G ^ n As p Leu 

s p 225 

H Leu Asp Val 

^ Met Val lie 

1^1 Tyr Val Glu 

Q Gly lie Thr 

2 90 

Gin Glu Ser 
305 

Val Asp Gin 



Arg Thr Lys 



His Leu Ser 
355 

Thr Leu Met 
370 



# 



Ala Val Val Phe 
135 

Leu Ser Leu Pro 
150 

Met Val Ala Tyr 
165 

Phe Gin lie Met 
180 

Leu Tyr Leu lie 



Glu lie Gly Tyr 
215 

Val Asn Cys lie 
230 

Thr Lys Ser Leu 
245 

Gly lie Asn lie 
260 

Thr Leu Tyr Asp 



Val Gin Thr Tyr 
295 

Phe Ala Glu Leu 
310 

Ser Ala Ser Tyr 
325 

Arg Met Gin Leu 
340 

Thr Tyr Val Ala 



Ala Asp Arg Asp 
375 



He He Ala Ala 



Met Pro Met Trp 
155 

He Gly Ala Leu 
170 

Gin Cys Phe Ala 
185 

Ser Glu Gin Cys 
200 

Gly Tyr Lys Thr 



Arg Asp Gin Asn 
235 

Val Ser Tyr Pro 
250 

Ala He Thr Leu 
265 

Arg lie Tyr Tyr Leu 
280 

Pro Leu Cys Tyr Tyr 
300 

His Tyr Ala Val Phe 
315 

Arg Gly His Met Leu 
330 

Leu Leu Ala Gly Asn 
345 

Cys Trp Lys Gly Ala 
360 

Gly Leu Gly Ser 
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Val Pro Phe Val Phe 
140 

Phe Pro Phe Asp Trp 
160 

Val Phe Gin Glu He 
175 

Ala Asp Ser Phe Pro 
190 

Gin Leu Leu He Leu 
205 

Leu Glu Glu Asn Glu 
220 

Ala Leu Tyr Arg Leu 
240 

Met Met Val Gin Phe 
255 

Phe Val Leu He Phe 
270 

Cys Phe Leu Leu 
285 

Gly Thr Met Val 



Cys Ser Asn Trp 
320 

He Leu Ala Glu 
335 

Leu Val Pro lie 
350 

Tyr Ser Phe Phe 
365 



SZ- 



<210> 7 
<211> 1143 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1140) 

<223> DOR 24D.1, a coding region on BDGP Clone No. 
AC004371 

<400> 7 

atg tta cct cga ttc ctg acc gcc tec tat cca atg gag cgc cat tat 48 

Met Leu Pro Arg Phe Leu Thr Ala Ser Tyr Pro Met Glu Arg His Tyr 
1 5 10 15 

ttc atg gtg cca aag ttt gca tta teg ctg att ggt ttt tat ccc gaa 96 
Phe Met Val Pro Lys Phe Ala Leu Ser Leu lie Gly Phe Tyr Pro Glu 
20 25 30 

cag aag cga acg gtt ttg gtg aaa ctt tgg agt ttc ttc aac ttt ttc 144 
Gin Lys Arg Thr Val Leu Val Lys Leu Trp Ser Phe Phe Asn Phe Phe 
35 40 45 

ate etc acc tac ggc tgt tat gca gag get tac tat ggc ata cac tat 192 
lie Leu Thr Tyr Gly Cys Tyr Ala Glu Ala Tyr Tyr Gly lie His Tyr 
50 55 60 

ata ccg att aac ata gcc act gca ttg gat gcc ctt tgt cct gtg gcc 240 
lie Pro lie Asn lie Ala Thr Ala Leu Asp Ala Leu Cys Pro Val Ala 
65 70 75 80 

tec age att ttg teg ctg gtg aaa atg gtc gcc att tgg tgg tat caa 288 
Ser Ser He Leu Ser Leu Val Lys Met Val Ala He Trp Trp Tyr Gin 
85 90 95 

gat gaa tta agg agt ttg ata gag egg agg ttc tat aca ctg gca acg 336 
Asp Glu Leu Arg Ser Leu He Glu Arg Arg Phe Tyr Thr Leu Ala Thr 
100 105 110 

caa -eta aca ttc ctg eta eta tgc tgt gga ttt tgc acc agt act tec 384 
Gin Leu Thr Phe Leu Leu Leu Cys Cys Gly Phe Cys Thr Ser Thr Ser 
115 120 125 

tat tec gtc aga cat ttg att gat aat ate ctg aga cgc acc cat ggc 4 32 
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Tyr 


Ser 
130 




[aag 


gac 




; Lys 


Asp 




■ 145 






etc 


ctg 




Leu 


Leu 




cat 


ggc 




His 


Gly 




ctg 


ggg 




Leu 




= f* 


gat 


gtt 


-~? 

ir=» 

;0 


Asp 


Val 
210 








m 


gaa 


gcg 


>.'s. i 


Glu 


Ala 


M 


225 




P 


egg 


cat 




Arg 


His 


1 

a 


gtg 


gaa 




Val 


Glu 




acc 


age 




' Thr 


Ser 




tat 


gtg 




Tyr 


Val 
290 




tta 


gga 




Leu 


Gly 




305 






aca 


ttt 



135 140 

tgg ate tac gag act ccg ttc aag atg atg ttc ccc gat ctt 480 
Trp lie Tyr Glu Thr Pro Phe Lys Met Met Phe Pro Asp Leu 
150 155 160 

cgt ttg cca etc tat ccc ate acc tat ata etc gtg cat tgg 528 
Arg Leu Pro Leu Tyr Pro lie Thr Tyr lie Leu Val His Trp 
165' 170 175 

tac att act gtg gtt tgt ttt gtc ggc gcg gat ggt ttc ttc 576 
Tyr lie Thr Val Val Cys Phe Val Gly Ala Asp Gly Phe Phe 
180 185 190 

ttc tgt ttg tac ttc act gtt ttg ctg etc tgt ctg cag gac 624 
Phe Cys Leu Tyr Phe Thr Val Leu Leu Leu Cys Leu Gin Asp 
195 200 205 

tgt gat tta eta gag gtt gaa aac ate gag aag agt ccc tec 672 
Cys Asp Leu Leu Glu Val Glu Asn lie Glu Lys Ser Pro Ser 
215 220 

gag gaa get cgc ata gtt egg gaa atg gaa aaa ctg gtg gac 720 
Glu Glu Ala Arg lie Val Arg Glu Met Glu Lys Leu Val Asp 
230 235 240 

aac gag gtg gec gag ctg aca gaa aga ttg teg ggt gtt atg 768 
Asn Glu Val Ala Glu Leu Thr Glu Arg Leu Ser Gly Val Met 
245 250 255 

ata aca ctg gee cac ttt gtt act teg agt ttg ata ate gga 816 
lie Thr Leu Ala His Phe Val Thr Ser Ser Leu lie lie Gly 
260 265 270 

gtg gtg gat att tta tta ttt tec ggc ctg gga ate att gtg 864 
Val Val Asp lie Leu Leu Phe Ser Gly Leu Gly lie He Val 
275 280 285 

gtc tac act tgt gec gta ggt gtg gaa ata ttt eta tac tgt 912 
Val Tyr Thr Cys Ala Val Gly Val Glu He Phe Leu Tyr Cys 
295 300 

gga tct cat att atg gaa gcg tgt tec aat eta gcg cgc tec 960 
Gly Ser His He Met Glu Ala Cys Ser Asn Leu Ala Arg Ser 
310 315 320 
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Thr Phe Ser Ser His Trp Tyr Gly His Ser Val Arg Val Gin Lys Met 
325 330 335 

acc ctt ttg atg gta get cgt get caa cga gtt etc aca att aaa att 1056 
Thr Leu Leu Met Val Ala Arg Ala Gin Arg Val Leu Thr lie Lys lie 
340 345 350 

cct ttc ttt tec cca tea tta gag act eta act teg att ttg cgc ttc 1104 
Pro Phe Phe Ser Pro Ser Leu Glu Thr Leu Thr Ser lie Leu Arg Phe 
355 360 365 

act gga tct ctg att gec ctg gca aag teg gtt ata taa 1143 
Thr Gly Ser Leu lie Ala Leu Ala Lys Ser Val lie 
370 375 380 
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<210> 8 
<211> 380 
<212> PRT 

<213> Drosophila melanogaster 
<400> 8 

Met Leu Pro Arg Phe Leu Thr Ala Ser Tyr Pro Met Glu Arg His Tyr 
15 10 15 

Phe Met Val Pro Lys Phe Ala Leu Ser Leu lie Gly Phe Tyr Pro Glu 
20 f 25 30 

Gin Lys Arg Thr Val Leu Val Lys Leu Trp Ser Phe Phe Asn Phe Phe 
35 40 45 

lie Leu Thr Tyr Gly Cys Tyr Ala Glu Ala Tyr Tyr Gly lie His Tyr 
50 55 60 

lie Pro lie Asn lie Ala Thr Ala Leu Asp Ala Leu Cys Pro Val Ala 
65 70 75 80 

Ser Ser lie Leu Ser Leu Val Lys Met Val Ala lie Trp Trp Tyr Gin 
85 90 95 

Asp Glu Leu Arg Ser Leu lie Glu Arg Arg Phe Tyr Thr Leu Ala Thr 
100 105 110 

Gin Leu Thr Phe Leu Leu Leu Cys Cys Gly Phe Cys Thr Ser Thr Ser 
115 120 ' 125 

Tyr Ser Val Arg His Leu lie Asp Asn lie Leu Arg Arg Thr His Gly 
130 135 140 

14 



ill 

in 



Lys Asp Trp He Tyr Glu Thr Pro Phe Lys Met Met Phe Pro Asp Leu 
145 150 155 160 

Leu Leu Arg Leu Pro Leu Tyr Pro He Thr Tyr He Leu Val His Trp 
165 170 175 

His Gly Tyr He Thr Val Val Cys Phe Val Gly Ala Asp Gly Phe Phe 
180 185 190 

Leu Gly Phe Cys Leu Tyr Phe Thr Val Leu Leu Leu Cys Leu Gin Asp 
195 200 205 

Asp Val Cys Asp Leu Leu Glu Val Glu Asn He Glu Lys Ser Pro Ser 
210 215 " 220 

Glu Ala Glu Glu Ala Arg He Val Arg Glu Met Glu Lys Leu Val Asp 
225 230 235 240 

Arg His Asn Glu Val Ala Glu Leu Thr Glu Arg Leu Ser Gly Val Met 
245 250 255 

Val Glu He Thr Leu Ala His Phe Val Thr Ser Ser Leu He He Gly 
260 265 270 

Thr Ser Val Val Asp He Leu Leu Phe Ser Gly Leu Gly He He Val 
275 280 285 

Tyr Val Val Tyr Thr Cys Ala Val Gly Val Glu He Phe Leu Tyr Cys 
290 295 300 

Leu Gly Gly Ser His He Met Glu Ala Cys Ser Asn Leu Ala Arg Ser 
305 310 ( 315 320 

Thr Phe Ser Ser His Trp Tyr Gly His Ser Val Arg Val Gin Lys Met 
325 330 335 

Thr Leu Leu Met Val Ala Arg Ala Gin Arg Val Leu Thr He Lys He 
340 345 350 

Pro Phe Phe Ser Pro Ser Leu Glu Thr Leu Thr Ser He Leu Arg Phe 
355 360 365 

Thr Gly Ser Leu He Ala Leu Ala Lys Ser Val He 
370 375 380 
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<210> 9 
<211> 1212 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1209) 

<400> 9 

atg ttc gga cac ttt aag etc gtc tat ccg get cct ata teg gag ccc 48 
Met Phe Gly His Phe Lys Leu Val Tyr Pro Ala Pro lie Ser Glu Pro 
15 10 15 

ata cag tct agg gat teg aat gca tac atg atg gag acg ctg cga aat 96 
lie Gin Ser Arg Asp Ser Asn Ala Tyr Met Met Glu Thr Leu Arg Asn 
20 25 30 

teg ggc ttg aat ttg aag aac gat ttc ggt ata ggc cgc aag att tgg 144 
Ser Gly Leu Asn Leu Lys Asn Asp Phe Gly lie Gly Arg Lys lie Trp 
35 .40 45 - 

agg gtg ttt teg ttc ace tac aat atg gtg ata ctt ccc gta agt ttc 192 
Arg Val Phe Ser Phe Thr Tyr Asn Met Val lie Leu Pro Val Ser Phe 
50 55 60 

cca ate aac tat gtg ata cat ctg gcg gag ttc ccg ccg gag ctg ctg 240 
Pro lie Asn Tyr Val lie His Leu Ala Glu Phe Pro Pro Glu Leu Leu 
65 70 75 80 

ctg caa tec ctg caa ctg tgc etc aac act tgg tgc ttc get ctg aag 288 
Leu Gin Ser Leu Gin Leu Cys Leu Asn Thr Trp Cys Phe Ala Leu Lys 
85 90 95 

ttc ttc act ctg ate gtc tat acg cac cgc ttg gag ctg gee aac aag 336 
Phe Phe Thr. Leu lie Val Tyr Thr His Arg Leu Glu Leu Ala Asn Lys 
100 105 110 

cac ttt gac gaa ttg gat aag tac tgc gtg aag ccg gcg gag aag cgc 384 
His Phe Asp Glu Leu Asp Lys Tyr Cys Val Lys Pro Ala Glu Lys Arg 
115 120 125 

aag gtt cgc gac atg gtg gee act att aca aga ctg tac ctg ace ttc 432 
Lys Val Arg Asp Met Val Ala Thr lie Thr Arg Leu Tyr Leu Thr Phe 
130 135 140 

gtc gtg gtc tac gtc etc tac gee ace tec acg eta ctg gac gga eta 480 
Val Val Val Tyr Val Leu Tyr Ala Thr Ser Thr Leu Leu Asp Gly Leu 
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87 



145 150 155 160 

ctg cac cac cgt gtt ccc tac aat acg tac tat ccg ttc ata aac tgg 528 
Leu His His Arg Val Pro Tyr Asn Thr Tyr Tyr Pro Phe lie Asn Trp 
165 170 175 

cga gtc gat egg acc cag atg tac ate cag agt ttt ctg gag tac ttc 576 
Arg Val Asp Arg Thr Gin Met Tyr lie Gin Ser Phe Leu Glu Tyr Phe 
180 185 . 190 

acc gtg ggt tat gec ata tat gtg gec acc gec acc gat tec tac cct 624 
Thr Val Gly Tyr Ala lie Tyr Val Ala Thr Ala Thr Asp Ser Tyr Pro 
195 200 205 

gtg att tac gtg gca gee ctg cga act cat att etc ttg etc aag gac 672 
Val lie Tyr Val Ala Ala Leu Arg Thr His lie Leu Leu Leu Lys Asp 
210 215 220' 

cgt ate att tac ttg ggc gat ccc age aac gag ggt age age gac ccg 720 
Arg lie lie Tyr Leu Gly Asp Pro Ser Asn Glu Gly Ser Ser Asp Pro 
225 230 235 240 

age tac atg ttt aaa teg ttg gtg gat tgt ate aag gca cac aga acc 768 
Ser Tyr Met Phe Lys Ser Leu Val Asp Cys lie Lys Ala His Arg Thr 
245 250 255 

atg eta aat ttt tgt gat gec att caa cca ate ate tct ggc acg ata 816 
Met Leu Asn Phe Cys Asp Ala lie Gin Pro lie lie Ser Gly Thr lie 
260 265 270 

ttt gee caa ttc ate ata tgc gga teg ate ctg ggc ata att atg ate 864 
Phe Ala Gin Phe lie lie Cys Gly Ser He Leu Gly. He He Met He 
275 280 285 

aac atg gta ttg ttc get gat caa teg acc cga ttc ggc ata gtc ate 912 
Asn Met Val Leu Phe Ala Asp Gin Ser Thr Arg Phe Gly He Val He 
290 295 300 

tac gtt atg gec gtc ctt ctg cag act ttt ccg ctt tgc ttc tac tgc 960 
Tyr Val Met Ala Val Leu Leu Gin Thr Phe Pro Leu Cys Phe Tyr Cys 
305 310 315 320 

aac gee ate gtg gac gac tgc aaa gaa ctg gee cac gca ctt ttc cat 1008 
Asn Ala lie Val Asp Asp Cys Lys Glu Leu Ala His Ala Leu Phe His 
325 330 335 

tec gee tgg tgg gtg cag gac aag cga tac cag egg act gtc ate cag 1056 
Ser Ala Trp Trp Val Gin Asp Lys Arg Tyr Gin Arg Thr Val He Gin 

17 



340 345 350 

ttc ctg cag aaa ctg cag cag ccc atg acc ttc acc gcc atg aac ata 1104 
Phe Leu Gin Lys Leu Gin Gin Pro Met Thr . Phe Thr Ala Met Asn lie 
355 360 365 

ttt aac att aat ttg gcc act aac ate aat gta gcc aag ttc gcc ttc 1152 
Phe Asn lie Asn Leu Ala Thr Asn lie Asn Val Ala Lys Phe Ala Phe 
370 375 380 

acc gtg tac gcc ate gcg age ggt atg aac ctg gac caa aag tta age 1200 
Thr Val Tyr Ala lie Ala Ser Gly Met Asn Leu Asp Gin Lys Leu Ser 
385 390 395 400 

attaaggaatag 1212 
lie Lys Glu 



<210> 10 
<211> 403 
<212> PRT 

<213> Drosophila melanogaster 
<400> 10 

Met Phe Gly His Phe Lys Leu Val Tyr Pro Ala Pro lie Ser Glu Pro 
15 10 15 

lie Gin Ser Arg Asp Ser Asn Ala Tyr Met Met Glu Thr Leu Arg Asn 
20 25 30 

Ser Gly Leu Asn Leu Lys Asn Asp Phe Gly lie Gly Arg Lys lie Trp 
35 40 45 

Arg Val Phe Ser Phe Thr Tyr Asn Met Val lie Leu Pro Val Ser Phe 
50 55 60 

Pro lie Asn Tyr Val lie His Leu Ala Glu Phe Pro Pro Glu Leu Leu 
65 70 75 80 

Leu Gin Ser Leu Gin Leu Cys Leu Asn Thr Trp Cys Phe Ala Leu Lys 
85 90 95 

Phe Phe Thr Leu lie Val Tyr Thr His Arg Leu Glu Leu Ala Asn Lys 
100 105 110 

His Phe Asp Glu Leu Asp Lys Tyr Cys Val Lys Pro Ala Glu Lys Arg 
115 120 125 
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if 



Lys Val Arg Asp Met Val Ala Thr lie Thr Arg Leu Tyr Leu Thr Phe 
130 135 140 

Val Val Val Tyr Val Leu Tyr Ala Thr Ser Thr Leu Leu Asp Gly Leu 
145 150 155 160 

Leu His His Arg Val Pro Tyr Asn Thr Tyr Tyr Pro Phe lie Asn Trp 
165 170 175 

Arg Val Asp Arg Thr Gin Met Tyr lie Gin Ser Phe Leu Glu Tyr Phe 
180 185 190 

Thr Val Gly Tyr Ala lie Tyr Val Ala Thr Ala Thr Asp Ser Tyr Pro 
195 200 205 

Val lie Tyr Val Ala Ala Leu Arg Thr His lie Leu Leu Leu Lys Asp 
210 215 220 

Arg lie lie Tyr Leu Gly Asp Pro Ser Asn Glu Gly Ser Ser Asp Pro 
225 230 235 240 

Ser Tyr Met Phe Lys Ser Leu Val Asp Cys lie Lys Ala His Arg Thr 
245 250 255 

Met Leu Asn Phe Cys Asp Ala lie Gin Pro lie lie Ser Gly Thr lie 
260 265 270 

Phe Ala Gin Phe lie lie Cys Gly Ser lie Leu Gly lie lie Met lie 
275 280 285 

Asn Met Val Leu Phe Ala Asp Gin Ser Thr Arg Phe Gly lie Val lie 
290 295 300 

Tyr Val Met Ala Val Leu Leu Gin Thr Phe Pro Leu Cys Phe Tyr Cys 
'305 310 315 320 

Asn Ala lie Val Asp Asp Cys Lys Glu Leu Ala His Ala Leu Phe His 
325 330 335 

Ser Ala Trp Trp Val Gin Asp Lys Arg Tyr Gin Arg Thr' Val lie Gin 
340 345 350 

Phe Leu Gin Lys Leu Gin Gin Pro Met Thr Phe Thr Ala Met Asn lie 
355 360 365 

Phe Asn lie Asn Leu Ala Thr Asn lie Asn Val Ala Lys Phe Ala Phe 
370 375 380 
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Thr Val Tyr Ala lie Ala Ser Gly Met Asn Leu Asp Gin Lys Leu Ser 
385 390 395 400 

lie Lys Glu 



<210> 11 
<211> 1137 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<221> CDS 

<222> (1) . . (1134) 

<223> DOR 33B.1, a coding region on BDGP Clone No. 
AC006240 



<400> 11 

atg gat tea aga agg aaa gtc cga agt gaa aat ctt tac aaa acc tat 48 
Met Asp Ser Arg Arg Lys Val Arg Ser Glu Asn Leu Tyr Lys Thr Tyr 
15 10 15 

tgg ctt tac tgg cga ctt ctg gga gtc gag ggc gat tat cct ttt cga 96 
Trp Leu Tyr Trp Arg Leu Leu Gly Val Glu Gly Asp Tyr Pro Phe Arg 
20 25 30 

egg eta gtg gat ttt aca ate acg tct ttc att acg att tta ttt ccc 144 
Arg Leu Val Asp Phe Thr lie Thr Ser Phe lie Thr lie Leu Phe Pro 
35 40 45 

gtg cat ctt ata ctg gga atg tat aaa aag ccc cag att caa gtc ttc 192 
Val His Leu lie Leu Gly Met Tyr Lys Lys Pro Gin lie Gin Val Phe 
50 55 60 

agg agt ctg cat ttc aca teg gaa tgc ctt ttc tgc age tat aag ttt 240 
Arg Ser Leu His Phe Thr Ser Glu Cys Leu Phe Cys Ser Tyr Lys Phe 
65 70 75 80 

ttc tgt ttt cgt tgg aaa ctt aaa gaa ata aag acc ate gaa gga ttg 288 
Phe Cys Phe Arg Trp Lys Leu Lys Glu lie Lys Thr lie Glu Gly Leu 
85 90 95 

etc cag gat etc gat agt cga gtt gaa agt gaa gaa gaa cgc aac tac 336 
Leu Gin Asp Leu Asp Ser Arg Val Glu Ser Glu Glu Glu Arg Asn Tyr 
100 105 110 
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ttt aat caa aat cca agt cgt gtg get cga atg ctt teg aaa agt tac 384 
Phe Asn Gin Asn Pro Ser Arg Val Ala Arg Met Leu Ser Lys Ser Tyr 
115 120 125 

ttg gta get get ata teg gee ata ate act gca act gta get ggt tta 432 
Leu Val Ala Ala lie Ser Ala lie lie Thr Ala Thr Val Ala Gly Leu 
130 135 140 

ttt agt act ggt cga aat tta atg tat. ctg ggt tgg ttt ccc tac gat 480 
Phe Ser Thr Gly Arg Asn Leu Met Tyr Leu Gly Trp Phe Pro Tyr Asp 
145 150 155 160 

ttt caa gca ace gee gca ate tat tgg att agt ttt tec tat cag gcg 528 
Phe Gin Ala Thr Ala Ala lie Tyr Trp lie Ser Phe Ser Tyr Gin Ala 
165 170 175 

att ggc tct agt ctg ttg att ctg gaa aat ctg gee aac gat tea tat 576 
lie Gly Ser Ser Leu Leu lie Leu Glu Asn Leu Ala Asn Asp Ser Tyr 
180 185 190 

ccg ccg att aca ttt tgt gtg gtc tct gga cat gtg aga eta ttg ata 624 
Pro Pro lie Thr Phe Cys Val Val Ser Gly His Val Arg Leu Leu lie 
195 200 205 

atg cgt tta agt cga att ggt cac gat gta aaa tta tea agt teg gaa 672 
Met Arg Leu Ser Arg lie Gly His Asp Val Lys Leu Ser Ser Ser Glu 
210 215 220 

aat acc aga aaa etc ate gaa ggt ate cag gat cac- agg aaa eta atg 720 
Asn Thr Arg Lys Leu lie Glu Gly lie Gin Asp His Arg Lys Leu Met 
225 230 235 240 

aag ata ata. cgc eta ctt cgc agc^ act tta cat ctt age caa ctg ggc 7 68 
Lys lie lie Arg Leu Leu Arg Ser Thr Leu His Leu Ser Gin Leu Gly 
245 250 255 

cag ttc ctt tct agt gga ate aac att tec ata aca etc ate aac ate 816 
Gin Phe Leu Ser Ser Gly lie Asn lie Ser lie Thr Leu lie Asn lie 
260 265 270 

ctg ttc ttt gcg gaa aac aac ttt gca atg ctt tat tat gcg gtg ttc 864 
Leu Phe Phe Ala Glu Asn Asn Phe Ala Met Leu Tyr Tyr Ala Val Phe 
275 280 285 

ttt get gca atg tta ata gaa eta ttt cca- agt tgt tac tat gga att 912 
Phe Ala Ala Met Leu lie Glu Leu Phe Pro Ser Cys Tyr Tyr Gly lie 
290 295 300 
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ctg atg aca atg gag ttt gat aag eta cca tat gec ate ttc tec age 960 
Leu Met Thr Met Glu Phe Asp Lys Leu Pro Tyr Ala lie Phe Ser Ser 
305 310 315 320 

aac tgg ctt aaa atg gat aaa aga tac aat cga tec ttg ata att ctg 1008 

Asn Trp Leu Lys Met Asp Lys Arg Tyr Asn Arg Ser Leu lie lie Leu 

325 330 335 

« 

atg caa eta aca ctg gtt cca gtg aat ata aaa gca ggt ggt att gtt 1056 

Met Gin Leu Thr Leu Val Pro Val Asn lie Lys Ala Gly Gly lie Val 

340 345 350 

ggc ate gat atg agt gca ttt ttt gec aca gtt egg atg gca tat tec 1104 
Gly lie Asp Met Ser Ala Phe Phe Ala Thr Val Arg Met Ala Tyr Ser 
355 360 365 

ttt tac act tta gec ttg tea ttt cga gta tag 1137 
Phe Tyr Thr Leu Ala Leu Ser Phe Arg Val 
370 375 



<210> 12 
<211> 378 
<212> PRT 

<213> Drosophila melanogaster 
<400> 12 

Met Asp Ser Arg Arg Lys Val Arg Ser Glu Asn Leu Tyr Lys Thr Tyr 
15 10 15 

Trp Leu Tyr Trp Arg Leu Leu Gly Val Glu Gly Asp Tyr Pro Phe Arg 
20 25 30 

Arg Leu Val Asp Phe Thr lie Thr Ser Phe lie Thr lie Leu Phe Pro 
35 40 45 

Val His Leu lie Leu Gly Met Tyr Lys Lys Pro Gin lie Gin Val Phe 
50 55 60 

Arg Ser Leu His Phe Thr Ser Glu Cys Leu Phe Cys Ser Tyr Lys Phe 
65 70 75 80 

Phe Cys Phe Arg Trp Lys Leu Lys Glu lie Lys Thr lie Glu Gly Leu 
85 90 95 

Leu Gin Asp Leu Asp Ser Arg Val Glu Ser Glu Glu Glu Arg Asn Tyr 
100 105 110 
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33 



Phe Asn Gin Asn 
115 

Leu Val Ala Ala 
130 

Phe Ser Thr Gly 
145 

Phe Gin Ala Thr 



lie Gly Ser Ser 
180 

Pro Pro lie Thr 
195 

Met Arg Leu Ser 
210 

Asn Thr Arg Lys 
225 

Lys lie lie Arg 



Gin Phe Leu Ser 
260 

Leu Phe Phe Ala 
275 

Phe Ala Ala Met 
290 

Leu Met Thr Met 
305 

Asn Trp Leu Lys 



Met Gin Leu Thr 
340 

Gly lie Asp Met 
355 




Pro Ser Arg Val 
120 

lie Ser Ala lie 
135 

Arg Asn Leu Met 
150 

Ala Ala lie Tyr 
165 

Leu Leu lie Leu 



Phe Cys Val Val 
200 

Arg lie Gly His 
215 

Leu lie Glu Gly 
230 

Leu Leu Arg Ser 
245 

Ser Gly lie Asn 



Glu Asn Asn Phe 
280 

Leu lie Glu Leu 
295 

Glu Phe Asp Lys 
310 

Met Asp Lys Arg 
325 

Leu Val Pro Val 



Ser Ala Phe Phe 
360 



Ala Arg Met Leu 



lie Thr Ala Thr 
140 

Tyr Leu Gly Trp 
155 

Trp lie Ser Phe 
170 

Glu Asn Leu Ala 
185 

Ser Gly His Val 



Asp Val Lys Leu 
220 

lie Gin Asp His 
235 

Thr Leu His Leu 
250 

He Ser He Thr 
265 

Ala Met Leu Tyr 



Phe Pro Ser Cys 
300 

Leu Pro Tyr Ala 
315 

Tyr Asn Arg Ser 
330 

Asn He Lys Ala 
345 

Ala Thr Val Arg 




Ser Lys Ser Tyr 
125 

Val Ala Gly Leu 



Phe Pro Tyr Asp 
160 

Ser Tyr Gin Ala 
175 

Asn Asp Ser Tyr 
190 

Arg Leu Leu He 
205 

Ser Ser Ser Glu 



Arg Lys Leu Met 
240 

Ser Gin Leu Gly 
255 

Leu lie Asn He 
270 

Tyr Ala Val Phe 
285 

Tyr Tyr Gly He 



He Phe Ser Ser 
320 

Leu He He Leu 
335 

Gly Gly He Val 
350 

Met Ala Tyr Ser 
365 
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Phe Tyr Thr Leu Ala Leu Ser Phe Arg Val 
370 375 



<210> 13 
<211> 1140 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1137) 

<223> DOR 33B.2, a coding region on BDGP Clone No. 
AC006240 

<400> 13 

atg gac tta aaa ccg cga gtc att cga agt gaa gat ate tac aga acc 48 
Met Asp Leu Lys Pro Arg Val lie Arg Ser Glu Asp lie Tyr Arg Thr 
1 5 10 15 

tat tgg tta tat tgg cat ctt ttg ggc ctg gaa age aat ttc ttt ctg 96 
Tyr Trp Leu Tyr Trp His Leu Leu Gly Leu Glu Ser Asn Phe Phe Leu 
20 25 30 

aat cgc ttg ttg gat ttg gtg att aca att ttc gta acc att tgg tat 144 
Asn Arg Leu Leu Asp Leu Val lie Thr lie Phe Val Thr lie Trp Tyr 
35 40 45 

cca att cac ctg att ctg gga ctg ttt atg gaa aga tct ttg ggg gat 192 
Pro lie His Leu lie Leu Gly Leu Phe Met Glu Arg Ser Leu Gly Asp 
50 55 60 

gtc tgc aag ggt eta cca att acg gca gca tgc ttt ttc gec age ttt 240 
Val Cys Lys Gly Leu Pro lie Thr Ala Ala Cys Phe Phe Ala Ser Phe 
65 70 75 80 

aaa ttt att tgt ttt cgc ttc aag eta tct gaa att aaa gaa ate gaa 288 
Lys Phe lie Cys Phe Arg Phe Lys Leu Ser Glu lie Lys Glu lie Glu 
85 90 95 

ata tta ttt aaa gag ctg gat cag cga get tta agt cga gag gaa tgc 336 
lie Leu Phe Lys Glu Leu Asp Gin Arg Ala Leu Ser Arg Glu Glu Cys 
100 105 110 

gag ttt ttc aat caa aat acg aga cgt gag gcg aat ttc att tgg aaa 384 
Glu Phe Phe Asn Gin Asn Thr Arg Arg Glu Ala Asn Phe lie Trp Lys 
115 120 125 

24 



agt ttc att gtg gcc tat gga ctg teg aat ate teg get att gca tea 432 
Ser Phe lie Val Ala Tyr Gly Leu Ser Asn lie Ser Ala lie Ala Ser 
130 135 140 

gtt ctt ttc ggc ggt gga cat aag eta tta tat ccc gcc tgg ttt cca 480 
Val Leu Phe Gly Gly Gly His Lys Leu Leu Tyr Pro Ala Trp Phe Pro 
145 150 155 160 

tac gat gtg cag gcc acg gaa eta ata ttt tgg eta agt gta aca tac 528 
Tyr Asp Val Gin Ala Thr Glu Leu lie Phe Trp Leu Ser Val Thr Tyr 
165 170 175 

caa att gcc gga gta agt ttg gcc ata ctt cag aat ttg gcc aat gat 576 
Gin lie Ala Gly Val Ser Leu Ala lie Leu Gin Asn Leu Ala Asn Asp 
180 185 190 

tec tat cca ccg atg aca ttt tgc gtg gtt gcc ggt cat gta aga ctt 624 
Ser Tyr Pro Pro Met Thr Phe Cys Val Val Ala Gly His Val Arg Leu 
195 200 205 

ttg gcg atg cgc ttg agt aga att ggc caa ggt cca gag gaa aca ata 672 
Leu Ala Met Arg Leu Ser Arg lie Gly Gin Gly Pro Glu Glu Thr lie 
210 215 220 

tac tta acc gga aag caa tta ate gaa age ate gag gat cac cga aaa 720 
Tyr Leu Thr Gly Lys Gin Leu lie Glu Ser lie Glu Asp His Arg Lys 
225 230 235 240 

eta atg aaa ata gtg gaa tta ctg cgc age acc atg aat att teg cag 768 
Leu Met Lys lie Val Glu Leu Leu Arg Ser Thr Met Asn lie Ser Gin 
245 250 255 

etc ggc cag ttt att tea agt ggt gtt aat att tec ata aca eta gtc 816 
Leu Gly Gin Phe lie Ser Ser Gly Val Asn lie Ser lie Thr Leu Val 
260 265 270 

aac att etc ttc ttt gcg gat aat aat ttc get ata acc tac tac gga 864 
Asn lie Leu Phe Phe Ala Asp Asn Asn Phe Ala lie Thr Tyr Tyr Gly 
275 280 285 

gtg tac ttc eta teg atg gtg ttg gaa tta ttc ccg tgc tgc tat tac 912 
Val Tyr Phe Leu Ser Met Val Leu Glu Leu Phe Pro Cys Cys Tyr Tyr 
290 295 300 

ggc acc ctg ata tec gtg gag atg aac cag ctg acc tat gcg att tac 960 
Gly Thr Leu lie Ser Val Glu Met Asn Gin Leu Thr Tyr Ala lie Tyr 
305 310 315 320 
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tea agt aac tgg atg agt atg aat egg age tac age cgc ate eta ctg 
Ser Ser Asn Trp Met Ser Met Asn Arg Ser Tyr Ser Arg lie Leu Leu 
325 330 335 



1008 



ate ttc atg caa etc ace ctg gcg gaa gtg cag ate aag gee ggt ggg 
lie Phe Met Gin Leu Thr Leu Ala Glu Val Gin lie Lys Ala Gly Gly 
'340 345 350 



1056 



atg att ggc ate gga atg aac gee ttc ttt gee acc gtg cga ttg gee 
Met He Gly He Gly Met Asn Ala Phe Phe Ala Thr Val Arg Leu Ala 
355 360 . 365 



1104 



tac tec ttc ttc act ttg gee atg teg ctg cgt taa 
Tyr Ser Phe Phe Thr Leu Ala Met Ser Leu Arg 
370 375 



1140 



<210> 14 

<211> 379 

p <212> PRT 

S <213> Drosophila melanogaster 

f\ • <400> 14 

^ Met Asp Leu Lys Pro Arg Val He Arg Ser Glu Asp He Tyr Arg Thr 

1 5 10 15 

p- Tyr Trp Leu Tyx Trp His Leu Leu Gly Leu q 1u Ser Asn phe phe Leu 

Z 20 25 30 

=2 - Asn Arg Leu Leu Asp Leu Val He Thr He Phe Val Thr He Trp Tyr 
'S 35 40 45 

Pro He His Leu He Leu Gly Leu Phe Met Glu Arg Ser Leu Gly Asp 
50 55 60 

Val Cys Lys Gly Leu Pro He Thr Ala Ala Cys Phe Phe Ala Ser Phe 
65 70 75 80 

Lys Phe He Cys Phe Arg Phe Lys Leu Ser Glu He Lys Glu He Glu 
85 90 95 

He Leu Phe Lys Glu Leu Asp Gin Arg Ala Leu Ser Arg Glu Glu Cys 
100 105 110 

Glu Phe Phe Asn Gin Asn Thr Arg Arg Glu Ala Asn Phe He Trp Lys 
115 120 125 
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Ser Phe He Val 
130 

Val Leu Phe Gly 
145 

Tyr Asp Val Gin 



Gin He Ala Gly 
180 

Ser Tyr Pro Pro 
195 

Leu Ala Met Arg 
210 

Tyr Leu Thr Gly 
225 

Leu Met Lys He 



Leu Gly Gin Phe 
260 

Asn He Leu Phe 

275 

Val Tyr' Phe Leu 
290 

Gly Thr Leu He 
305 

Ser Ser Asn Trp 



He Phe Met Gin 
340 

Met He Gly He 
355 

Tyr Ser Phe Phe 
370 




Ala Tyr Gly Leu 
135 

Gly Gly His Lys 
150 

Ala Thr Glu Leu 
165 

Val Ser Leu Ala 



Met Thr Phe Cys 
200 

Leu Ser Arg He 
215 

Lys Gin Leu He 
230 

Val Glu Leu Leu 
245 

lie Ser Ser Gly 



Phe Ala Asp Asn 
280 

Ser Met Val Leu 
295 

Ser Val Glu Met 
310 

Met Ser Met Asn 
325 

Leu Thr Leu Ala 



Gly Met Asn Ala 
360 

Thr Leu Ala Met 
375 



Ser Asn He Ser 
140 

Leu Leu Tyr Pro 
155 

He Phe Trp Leu 
170 

He Leu Gin Asn 
185 

Val Val Ala Gly 



Gly Gin Gly Pro 
220 

Glu Ser He Glu 
235 

Arg Ser Thr Met 
250 

Val Asn He Ser 
265 

Asn Phe Ala He 



Glu Leu Phe Pro 
300 

Asn Gin Leu Thr 
315 

Arg Ser Tyr Ser 
330 

Glu Val Gin He 
345 

Phe Phe Ala Thr 



Ser Leu Arg 




Ala He Ala Ser 



Ala Trp Phe Pro 
160 

Ser Val Thr Tyr 
175 

Leu Ala Asn Asp 
- 190 

His Val Arg Leu 
205 

Glu Glu Thr He 



Asp His Arg Lys 
240 

Asn He Ser Gin 
255 

He Thr Leu Val 
270 

Thr Tyr Tyr Gly 
285 

Cys Cys Tyr Tyr 



Tyr Ala He Tyr 
320 

Arg He Leu Leu 
335 

Lys Ala Gly Gly 
350 

Val Arg Leu Ala 
365 
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<210> 15 
<211> 1155 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1152) 

<223> DOR 33B3.3, a coding region on BDGP Clone No. 
AC00624O 

<400> 15 

atg gtc att ate gac agt ctt agt ttt tat cgt cca ttc tgg ate tgc 48 
Met Val lie lie Asp Ser Leu Ser Phe Tyr Arg Pro Phe Trp lie Cys 
15 10 15 

atg cga ttg ctg gta ccg act ttc ttc aag gat tec tea cgt cct gtc 96 
Met Arg Leu Leu Val Pro Thr Phe Phe Lys Asp Ser Ser Arg Pro Val 
20 25 30 

cag ctg tac gtg gtg ttg ctg cac ate ctg gtc ace ttg tgg ttt cca 144 
Gin Leu Tyr Val Val Leu Leu His lie Leu Val Thr Leu Trp Phe Pro 
35 40 45 

ctg cat ctg ctg ctg cat ctt ctg eta ctt. cca tct acc get gag ttc 192 
Leu His Leu Leu Leu His Leu Leu Leu Leu Pro Ser Thr Ala Glu Phe 
50 55 60 

ttt aag aac ctg acc atg tct ctg act tgt gtg gee tgc agt ctg aag 240 
Phe Lys Asn Leu Thr Met Ser Leu Thr Cys Val Ala Cys Ser Leu Lys 
65 70 75 80 

cat gtg gec cac ttg tat cac ttg ccg cag att gtg gaa ate gaa, tea 288 
His Val Ala His Leu Tyr His Leu Pro Gin lie Val Glu lie Glu Ser 
85 90 95 

ctg ate gag caa tta gac aca ttt att gee age gaa cag gag cat cgt 336 
Leu lie Glu Gin Leu Asp Thr Phe He Ala Ser Glu Gin Glu His Arg 
100 105 110 

tac tat egg gat cac gta cat tgc cat get agg cgc ttt aca aga tgt 384 
Tyr Tyr Arg Asp His Val His Cys His Ala Arg Arg Phe Thr Arg Cys 
115 120 125 

etc tat att age ttt ggc atg ate tat gcg ctt ttc ctg ttc ggc gtc 432 
Leu Tyr He Ser Phe Gly Met He Tyr Ala Leu Phe Leu Phe Gly Val 
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130 135 140 

ttc gtt cag gtt att age gga aat tgg gaa ctt etc tat cca gee tat 480 
Phe Val Gin Val lie Ser Gly Asn Trp Glu Leu Leu Tyr Pro Ala Tyr 
145 150 155 160 

ttc cca ttc gac ttg gag age aat cgc ttt etc ggc gca gta gee ttg 528 
Phe Pro Phe Asp Leu Glu Ser Asn Arg Phe Leu Gly Ala Val Ala Leu 
165 170 175 

ggc tat cag gta ttc age atg tta gtt gaa ggc ttc cag ggg ctg ggc 576 
Gly Tyr Gin Val Phe Ser Met Leu Val Glu Gly Phe Gin Gly Leu Gly 
180 185 190 

aac gat acc tat acc cca ctg ace eta tgc ctt ctg gec gga cat gtc 624 
Asn Asp Thr Tyr Thr Pro Leu Thr Leu' Cys Leu Leu Ala Gly His Val 
195 200 205 

cat ttg tgg tec ata cga atg ggt caa ctg gga tac ttc gat gac gag 672 
His Leu Trp Ser lie Arg Met Gly Gin Leu Gly Tyr Phe Asp Asp Glu 
210 215 220 

acg gtg gtg aat cat cag cgt ttg ctg gat tac att gag cag cat aaa 720 
Thr Val Val Asn His Gin Arg Leu Leu Asp Tyr lie Glu Gin His Lys 
225 230 235 240 

etc ttg gtg cga ttc cac aac ctg gtg age egg acc ate age gaa gtg 7 68 
Leu Leu Val Arg Phe His Asn Leu Val Ser Arg Thr lie Ser Glu Val 
245 250 255 

caa ctg gtg cag ctg ggc gga tgt gga gec act ctg tgc ate att gtc 816 
Gin Leu Val Gin Leu Gly Gly Cys Gly Ala Thr Leu Cys lie lie Val 
260 265 270 

tec tac atg etc ttc ttt gtg ggc gac aca ate teg ctg gtc tac tac 864 
Ser Tyr Met Leu Phe Phe Val Gly Asp Thr lie Ser Leu Val' Tyr Tyr 
275 280 285 

ttg gtg ttc ttt gga gtg gtc tgc gtg cag etc ttt ccc age tgc tat 912 
Leu Val Phe Phe Gly Val Val Cys Val Gin Leu Phe Pro Ser Cys Tyr 
290 295 300 

ttt gec age gaa gta gec gag gag ttg gaa egg ctg cca tat gcg ate 960 
Phe Ala Ser Glu Val Ala Glu Glu Leu Glu Arg Leu Pro Tyr Ala I-le 
305 310 315 320 

ttc tec age aga tgg tac gat caa teg egg gat cat cga ttc gat ttg 1008 
Phe Ser Ser Arg Trp Tyr Asp Gin Ser Arg Asp His Arg Phe Asp Leu 
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325 330 335 

etc ate ttt aca caa tta aca ctg gga aac egg ggg tgg ate ate aag 1056 
Leu lie Phe Thr Gin Leu Thr Leu Gly Asn Arg Gly Trp lie lie Lys 
340 345 350 

gca gga ggt ctt ate gag ctg aat ttg aat gec ttt ttc gee acc ctg 1104 
Ala Gly Gly Leu lie Glu Leu Asn Leu Asn Ala Phe Phe Ala Thr Leu 
355 360 365 

aag atg gec tat tec ctt ttt gca gtt gtg gtg egg gca aag ggt ata 1152 
Lys Met Ala Tyr Ser Leu Phe Ala Val Val Val Arg Ala Lys Gly lie 
370 375 380 

tag 1155 



<210> 16 
<211> 384 
<212> PRT 

<213> Drosophila melanogaster 
<400> 16 

Met Val lie lie Asp Ser Leu Ser Phe Tyr Arg Pro Phe Trp lie Cys 
1 5 10 15 

Met Arg Leu Leu Val Pro Thr Phe Phe Lys Asp Ser Ser Arg Pro Val 
20 25 30 

Gin Leu Tyr Val Val Leu Leu His lie Leu Val Thr Leu Trp Phe Pro 
35 40 45 

Leu His Leu Leu Leu His Leu Leu Leu Leu Pro Ser Thr Ala Glu Phe 
50 55 60 

Phe Lys Asn Leu Thr Met Ser Leu Thr Cys Val Ala Cys Ser Leu Lys 
65 70 75 80 

His Val Ala His Leu Tyr His Leu Pro Gin lie Val Glu lie Glu Ser 
85 90 95 

Leu lie Glu Gin Leu Asp Thr Phe lie Ala Ser Glu Gin Glu His Arg 
100 105 110 

Tyr Tyr Arg Asp His Val His Cys His Ala Arg Arg 'Phe Thr Arg Cys 
115 120 125 

Leu Tyr lie Ser Phe Gly Met lie Tyr Ala Leu Phe Leu Phe Gly Val 
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130 135 140 

Phe Val Gin Val lie Ser Gly Asn Trp Glu Leu Leu Tyr Pro Ala Tyr 
145 150 155 160 

Phe Pro Phe Asp Leu Glu Ser Asn Arg Phe Leu Gly Ala Val Ala Leu 
165 170 175 

Gly Tyr Gin Val Phe Ser Met Leu Val Glu Gly Phe Gin Gly Leu Gly 
180 185 190 

Asn Asp Thr Tyr Thr Pro Leu Thr Leu Cys Leu Leu Ala Gly His Val 
195 200 205 

His Leu Trp Ser lie Arg Met Gly Gin Leu Gly Tyr Phe Asp Asp Glu 
210 215 220 

Thr Val Val Asn His Gin Arg Leu Leu Asp Tyr lie Glu Gin His Lys 
225 230 235 240 

Leu Leu Val Arg Phe His Asn Leu Val Ser Arg Thr lie Ser Glu Val 
245 250 255 

Gin Leu Val Gin Leu Gly Gly Cys Gly Ala Thr Leu Cys lie lie Val 
260 265 270 

Ser Tyr Met Leu Phe Phe Val Gly Asp Thr lie Ser Leu Val Tyr Tyr 
275 280 285 

Leu Val Phe Phe Gly Val Val Cys Val Gin Leu Phe Pro Ser Cys Tyr 
290 295 300 

Phe Ala Ser Glu Val Ala Glu Glu Leu Glu Arg Leu Pro Tyr Ala lie 
305 310 315 320 

Phe Ser Ser Arg Trp Tyr Asp Gin Ser Arg Asp His Arg Phe Asp Leu 
325 330 335 . 

Leu lie Phe Thr Gin Leu Thr Leu Gly Asn Arg Gly Trp lie lie Lys 
340 345 350 

Ala Gly Gly Leu lie Glu Leu Asn Leu Asn Ala Phe Phe Ala Thr Leu 
355 360 365 

Lys Met Ala Tyr Ser Leu Phe Ala Val Val Val Arg Ala Lys Gly lie 
370 375 380 
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<210> 17 
<211> 1152 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1149) 

<223> DOR 43B.1, coding region of AF127926 
<400> 17 

atg aca ate gag gat ate ggc ctg gtg ggc ate aac gtg egg atg tgg 48 
Met Thr lie Glu Asp lie Gly Leu Val Gly lie Asn Val Arg Met Trp 
15 10 15 

cga cac ttg gec gtg ctg tac ccc act ccg ggc tec age tgg cgc aag 96 
Arg His Leu Ala Val Leu Tyr Pro Thr Pro Gly Ser Ser Trp Arg Lys 
20 25 30 

ttc gec ttc gtg ctg ccg gtg act gcg atg aat ctg atg cag ttc gtc 144 
Phe Ala Phe Val Leu Pro Val Thr Ala Met Asn Leu Met Gin Phe Val 
35 40 45 

tac ctg ctg egg atg tgg ggc gac ctg ccc gee ttc att ctg aac atg 192 
Tyr Leu Leu Arg Met Trp Gly Asp Leu Pro Ala Phe lie Leu Asn Met 
50 55 60 

ttc ttc ttc teg gec att ttc aac gec ctg atg cgc acg tgg ctg gtc 240 
Phe Phe Phe Ser Ala lie Phe Asn Ala Leu Met Arg Thr Trp Leu Val 
65 70 75 80 

ata ate aag egg cgc cag ttc gag gag ttt etc ggc caa ctg gee act 288 
lie lie Lys Arg Arg Gin Phe Glu Glu Phe Leu Gly Gin Leu Ala Thr 
85 90 95 

ctg ttc cat teg att etc gac tec acc gac gag tgg ggg cgt ggc ate 336 
Leu Phe His Ser lie Leu Asp Ser Thr Asp Glu Trp Gly Arg Gly lie 
100 105 110 

ctg egg agg gcg gaa egg gag get egg aac ctg gee ate ctt aat ttg 384 
Leu Arg Arg Ala Glu Arg Glu Ala Arg Asn Leu Ala lie Leu Asn Leu 
115 120 125 

agt gee tec ttc ctg gac att gtc ggt get ctg ttt ttc gaa tat aaa 432 
Ser Ala Ser Phe Leu Asp lie Val Gly Ala Leu Phe Phe Glu Tyr Lys 
130 135 140 
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ttc cca att ggt gtt gtc act ttt ttc ctt cca get cat ccc ttc ggc 480 
Phe Pro lie Gly Val Val Thr Phe Phe Leu Pro Ala His Pro Phe Gly 
145 150 155 160 

tta get eta cca gga gtg age atg ace agt tea ccc gtc tac gag gtt 528 
Leu Ala Leu Pro Gly Val Ser Met Thr Ser Ser Pro Val Tyr Glu Val 
165 170 175 

ate tac ttg gee caa ctg cct acg ccc ctg ctg ctg tec atg atg tac 576 
lie Tyr Leu Ala Gin Leu Pro Thr Pro Leu Leu Leu Ser Met Met Tyr 
180 185 190 

atg cct ttc gtc age ctt ttt gec ggc ctg gee ate ttt ggg aag gec 624 
Met Pro Phe Val Ser Leu Phe Ala Gly Leu Ala lie Phe Gly Lys Ala 
195 200 205 

atg ctg cag ate ctg gta cac agg ctg ggc cag att ggc gga gaa gag 672 
Met Leu Gin lie Leu Val His Arg Leu Gly Gin lie Gly Gly Glu Glu 
210 215 220 

cag teg gag gag gag cgc ttc caa agg ctg gee tec tgc att gcg tac 720 
Gin Ser Glu Glu Glu Arg Phe Gin Arg Leu Ala Ser Cys lie Ala Tyr 
225 230 235 240 

cac acg cag gtg atg cgc tat gtg tgg cag etc aac aaa ctg gtg gec 7 68 
His Thr Gin Val Met Arg Tyr Val Trp Gin Leu Asn Lys Leu Val Ala 
245 250 255 

aac att gtg gcg gtg gaa gca att att ttt ggc teg ata ate tgc tea 816 
Asn lie Val Ala Val Glu Ala lie lie Phe Gly Ser lie lie Cys Ser 
260 265 270 

ctg etc ttc tgt ctg aat att ata ace tea ccc ace cag gtg ate teg 864 
Leu Leu Phe Cys Leu Asn lie lie Thr Ser Pro Thr Gin Val lie Ser 
275 280 285 

ata gtg atg tac att ctg acc atg ctg tac gtt etc ttc acc tac tac 912 
lie Val Met Tyr lie Leu Thr Met Leu Tyr Val Leu Phe Thr Tyr Tyr 
290 295 300 

aat egg gee aat gaa ata tgc etc gag aac aac egg gtg gcg gag get 960 
Asn Arg Ala Asn Glu lie Cys Leu Glu Asn Asn Arg Val Ala Glu Ala 
305 310 315 320 

gtt tac aat gtg ccc tgg tac gag gca gga act egg ttt cgc aaa acc 1008 
Val Tyr Asn Val Pro Trp Tyr Glu Ala Gly Thr Arg Phe Arg Lys Thr 
325 330 335 
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etc ctg ate ttc ttg atg caa aca caa cac ccg atg gag ata aga gtc 1056 
Leu Leu lie Phe Leu Met Gin Thr Gin His Pro Met Glu lie Arg Val 
340 345 350 

ggc aac gtt tac ccc atg aca ttg gec atg ttc cag agt ctg ttg aat 1104 
Gly Asn Val Tyr Pro Met Thr Leu Ala Met Phe Gin Ser Leu Leu Asn 
355 . 360 365 

gcg tec tac tec tac ttt ace atg ctg cgt ggc gtc ace ggc aaa tga 1152 
Ala Ser Tyr Ser Tyr Phe Thr Met Leu Arg Gly Val Thr Gly Lys 
370 375 380 



<210> 18 
<211>. 383 
<212> PRT 

<213> Drosophila melanogaster 
<400> 18 

Met Thr lie Glu Asp lie Gly Leu Val Gly lie Asn Val Arg Met Trp 
15 10 15 

Arg His Leu Ala Val Leu Tyr Pro Thr Pro Gly Ser Ser Trp Arg Lys 
20 25 30 

Phe Ala Phe Val Leu Pro Val Thr Ala Met Asn Leu Met Gin Phe Val 
35 40 45 

Tyr Leu Leu Arg Met Trp Gly Asp Leu Pro Ala Phe lie Leu Asn Met 
50 55 60 

Phe Phe Phe Ser Ala lie Phe Asn Ala Leu Met Arg Thr Trp Leu Val 
65 70 75 80 

lie lie Lys Arg Arg Gin Phe Glu Glu Phe Leu Gly Gin Leu Ala Thr 
85 90 95 

Leu Phe His Ser lie Leu Asp Ser Thr Asp Glu Trp Gly Arg Gly lie 
100 105 110 

Leu Arg Arg Ala Glu Arg Glu Ala Arg Asn Leu Ala lie Leu Asn Leu 
115 120 125 

Ser Ala Ser Phe Leu Asp lie Val Gly Ala Leu Phe Phe Glu Tyr Lys 
130 135 140 

Phe Pro He Gly Val Val Thr Phe Phe Leu Pro Ala His Pro Phe Gly 
145 150 155 160 
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Leu Ala Leu Pro Gly Val Ser Met Thr Ser Ser Pro Val Tyr Glu Val 
165 170 175 



lie Tyr Leu Ala Gin Leu Pro Thr Pro Leu Leu Leu Ser Met Met Tyr 
180 185 190 

Met Pro Phe Val Ser Leu Phe Ala Gly Leu Ala lie Phe Gly Lys Ala 
195 200 205 

Met Leu Gin lie Leu Val His Arg Leu Gly Gin lie Gly Gly Glu Glu 
210 215 220 

Gin Ser Glu Glu Glu Arg Phe Gin Arg Leu Ala Ser Cys lie Ala Tyr 
225 230 235 240 

His Thr Gin Val Met Arg Tyr Val Trp Gin Leu Asn Lys Leu Val Ala 
245 250 255 

Asn lie Val Ala Val Glu Ala lie lie Phe Gly Ser lie lie Cys Ser 
260 265 270 

Leu Leu Phe Cys Leu Asn lie lie Thr Ser Pro Thr Gin Val lie Ser 
275 280 285 

lie Val Met Tyr lie Leu Thr Met Leu Tyr Val Leu Phe Thr Tyr Tyr 
290 295 300 

Asn Arg Ala Asn Glu lie Cys Leu Glu Asn Asn Arg Val Ala Glu Ala 
305 310 315 320 

Val Tyr Asn Val Pro Trp Tyr Glu Ala Gly Thr Arg Phe Arg Lys Thr 
325 330 335 

Leu Leu lie Phe Leu Met Gin Thr Gin His Pro Met Glu lie Arg Val 
340 345 350 

Gly Asn Val Tyr Pro Met Thr Leu Ala Met Phe Gin Ser Leu Leu Asn 
355 360 365 



Ala Ser Tyr Ser Tyr Phe Thr Met Leu Arg Gly Val Thr Gly Lys 
370 375 380 



<210> 19 
<211> 1158 
<212> DNA 
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<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1155) 

<223> DOR 46F.1, a coding region on BDGP Clone No. 
AC005974 

<400> 19 

atg age aaa gga gta gaa ate ttt tac aag ggc cag aag gca ttc ttg 48 

Met Ser Lys Gly Val Glu lie Phe Tyr Lys Gly Gin Lys Ala Phe Leu 
15 10 15 

aac ate etc teg ttg tgg cct cag ata gaa cgc egg tgg aga ate ate 96 
Asn lie Leu Ser Leu Trp Pro Gin lie Glu Arg Arg Trp Arg lie lie 
20 25 30 

cac cag gtg aac tat gtc cac gta att gtg ttt tgg gtg ctg etc ttt 144 
His Gin Val Asn Tyr Val His Val lie Val Phe Trp Val Leu Leu Phe 
35 40 45 

gat etc etc ttg gtg etc cat gtg atg get aat ttg age tac atg tec 192 
Asp Leu Leu Leu Val Leu His Val Met Ala Asn Leu Ser Tyr Met Ser 
50 55 60 

gag gtt gtg aaa gee ate ttt ate ctg gee acc agt gca ggg cac ace 240 
Glu Val Val Lys Ala lie Phe lie Leu Ala Thr Ser Ala Gly His Thr 
65 '70 75 80 

acc aag ctg ctg tec ata aag gcg aac aat gtg cag atg gag gag etc 288 
Thr Lys Leu Leu Ser lie Lys Ala Asn Asn Val Gin Met Glu Glu Leu 
85 90 95 

ttt agg aga ttg gat aac gaa gag ttc cgt cct aga ggc gee aac gaa 336 
Phe Arg Arg Leu Asp Asn Glu Glu Phe Arg Pro Arg Gly Ala Asn Glu 
100 105 110 

gag ttg ate ttt gca gca gee tgt gaa aga agt agg aag ctt egg gac 384 
Glu Leu lie Phe Ala Ala Ala Cys Glu Arg Ser Arg Lys Leu Arg Asp 
115 120 125 

ttc tat gga gcg ctt teg ttt gee gec ttg age atg att etc ata ccc 432 
Phe Tyr Gly Ala Leu Ser Phe Ala Ala Leu Ser Met lie Leu lie Pro 
130 135 140 

cag ttc gee ttg gac tgg tec cac ctt ccg etc aaa aca tac aat ccg 480 
Gin Phe Ala Leu Asp Trp Ser His Leu Pro Leu Lys Thr Tyr Asn Pro 
145 150 155 160 
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ctt ggc gag aat acc ggc tea cct get tat tgg etc etc tac tgc tat 528 

Leu Gly Glu Asn Thr Gly Ser, Pro Ala Tyr Trp Leu Leu Tyr Cys Tyr 

165 170 175 

cag tgt ctg gee ttg tec gta tec tgc ate acc aac ata gga ttc gac 576 

Gin Cys Leu Ala Leu Ser Val Ser Cys lie Thr Asn lie Gly Phe Asp 

180 185 190 

tea etc tgc tec tea ctg ttc ate ttc etc aag tgc cag ctg gac att 624 

Ser Leu Cys Ser Ser Leu Phe lie Phe Leu Lys Cys Gin Leu Asp lie 
195 200 205 

ctg gec gtg cga ctg gac aag ate ggt egg tta ate act act tct ggt 672 

Leu Ala Val Arg Leu Asp Lys lie Gly Arg Leu lie Thr Thr Ser Gly 

210 215 220 

ggc act gtg gaa cag caa ctt aag gaa aat ate cgc tat cac atg acc 720 

□ Gly Thr Val Glu Gin Gin Leu Lys Glu Asn lie Arg Tyr His Met Thr 

i;Q • 225 230 235 240 

CI ate gtt gaa ctg teg aaa acc gtg gag cgt eta ctt tgc aag ccg att 7 68 

lie Val Glu Leu Ser Lys Thr Val Glu Arg Leu Leu Cys Lys Pro lie 

f\. 245 250 255 

^ teg gtg cag ate ttc tgc teg gtt ttg gtg ctg act gee aat ttc tat 816 

^ Ser Val Gin lie Phe Cys Ser Val Leu Val Leu Thr Ala Asn Phe Tyr 

C 260 265 270 

gee att get gtg tta tct gac gag agg ctg gag etc ttt aag tat gtg 8 64 

g Ala lie Ala -Val Leu Ser Asp Glu Arg Leu Glu Leu Phe Lys Tyr Val 
Q 275 280 285 

acc tat cag gcg tgc atg ttg att cag att ttt ata ttg tgc tac tat 912 

Thr Tyr Gin Ala Cys Met Leu lie Gin lie Phe lie Leu Cys Tyr Tyr 

290 295 300, 

gec ggt gag gta acc cag cgc age ctg gac ctt ccg cac gag ctg tac 960 

Ala Gly Glu Val Thr Gin Arg Ser Leu Asp Leu Pro His Glu Leu Tyr 

305 310 315 320 

aag acc tec tgg gtg gac tgg gac tac agg age cga agg att gcg etc 1008 

Lys Thr Ser Trp Val Asp Trp Asp Tyr Arg Ser Arg Arg lie Ala Leu 

325 330 335 

etc ttt atg caa cgc ctt cac teg acc ttg agg att agg aca ctt aat 1056 

Leu Phe Met Gin Arg Leu His Ser Thr Leu Arg lie Arg Thr Leu Asn 

340 345 350 
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cca agt ctt ggt ttt gac tta atg etc ttc age teg gtg agt tct ttc 1104 
Pro Ser Leu Gly Phe Asp Leu Met Leu Phe Ser Ser Val Ser Ser Phe 
355 360 365 

cgt gtt ttg act ttt ttg tgc act gta gee aat ttc cat aat gag get 1152 
Arg Val Leu Thr Phe Leu Cys Thr Val Ala Asn Phe His Asn Glu Ala 
370 375 380 

cat tag 1158 

His 

385 



<210> 20 
<211> 385 
<212> PRT 

<213> Drosophila melanogaster 
<400> 20 

Met Ser Lys Gly Val Glu lie Phe Tyr Lys Gly Gin Lys Ala Phe Leu 
15 10 ' 15 

Asn lie Leu Ser Leu Trp Pro Gin lie Glu Arg Arg Trp Arg lie lie 
20 25 30 

His Gin Val Asn Tyr Val His Val lie Val Phe Trp Val Leu Leu Phe 
35 40 45 

Asp Leu Leu Leu Val Leu His Val Met Ala Asn Leu Ser Tyr Met Ser 
50 55 60 

Glu Val Val Lys Ala lie Phe lie Leu Ala Thr Ser Ala Gly His Thr 
65 70 75 80 

Thr Lys Leu Leu Ser lie Lys Ala Asn Asn Val Gin Met Glu Glu Leu 
85 90 95 

Phe Arg Arg Leu Asp Asn Glu Glu Phe Arg Pro Arg Gly Ala Asn Glu 
100 105 110 

Glu Leu lie Phe Ala Ala Ala Cys Glu Arg Ser Arg Lys Leu Arg Asp 
115 120 125 

Phe Tyr Gly Ala Leu Ser Phe Ala Ala Leu Ser Met lie Leu lie Pro 
130 135 140 

Gin Phe Ala Leu Asp trp Ser His Leu Pro Leu Lys Thr Tyr Asn Pro 
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145 150 155 160 

Leu Gly Glu Asn Thr Gly Ser Pro Ala Tyr Trp Leu Leu Tyr Cys Tyr 
165 170 175 

Gin Cys Leu Ala Leu Ser Val Ser Cys lie Thr Asn lie Gly Phe Asp 
180 185 190 

Ser Leu Cys Ser Ser Leu Phe lie Phe Leu Lys Cys Gin Leu Asp lie 
195 200 205 

Leu Ala Val Arg Leu Asp Lys lie Gly Arg Leu lie Thr Thr Ser Gly 
210 215 220 

Gly Thr Val Glu' Gin Gin Leu Lys Glu Asn lie Arg Tyr His Met Thr 
225 230 t 235 240 

lie Val Glu Leu Ser Lys Thr Val Glu Arg Leu Leu Cys Lys Pro lie 
Q 245 250 255 

i; J3 

: :S Ser Val Gin lie Phe Cys Ser Val Leu Val Leu Thr Ala Asn Phe Tyr 

260 265 270 

¥ = Ala lie Ala Val Leu Ser Asp Glu Arg Leu Glu Leu Phe Lys Tyr Val 
;J 275 280 285 

;v_ Thr Tyr Gin Ala Cys Met Leu lie Gin lie Phe lie Leu Cys Tyr Tyr 

H 290 295 300 

jS Ala Gly Glu Val Thr Gin Arg Ser Leu Asp Leu Pro His Glu Leu Tyr 

q 305 310 315 320 

Lys Thr Ser Trp Val Asp Trp Asp Tyr Arg Ser Arg Arg lie Ala Leu 
325 330 335 

Leu Phe Met Gin Arg Leu His Ser Thr Leu Arg lie Arg Thr Leu Asn 
340 345 350 

Pro Ser Leu Gly Phe Asp Leu Met Leu Phe Ser Ser Val Ser Ser Phe 
355 360 365 

Arg Val Leu Thr Phe Leu Cys Thr Val Ala Asn Phe His Asn Glu Ala 
370 375 380 

His 
385 
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<210> 21 
<211> 1155 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1152) 

<223> DOR 46F.2, a coding region on BDGP Clone No. 
AC005974 

<400> 21 

atg gtt acg gag gac ttt tat aag tac cag gtg tgg tac ttc caa ate 48 
Met Val Thr Glu Asp Phe Tyr Lys Tyr Gin Val Trp Tyr Phe Gin lie 
15 10 15 

ctt ggt gtt tgg cag etc ccc act tgg gec gca gac cac cag cgt cgt 96 
Q Leu Gly Val Trp Gin Leu Pro Thr Trp Ala Ala Asp His Gin Arg Arg 

<fl 20 25 30 

" b ' " * 

ttt cag tec atg agg ttt ggc ttc ate ctg gtc ate ctg ttc ate atg 144 

fZ Phe Gin Ser Met Arg Phe Gly Phe lie Leu Val lie Leu Phe lie Met 

J! 35 40 45 

ctg ctg ctt ttc tec ttc gaa atg ttg aac aac att tec caa gtt agg 192 
Leu Leu Leu Phe Ser Phe Glu Met Leu Asn Asn lie Ser Gin Val Arg 

|ji gag ate eta aag gta ttc ttc atg ttc gec acg gaa ata tec tgc atg 240 

Q Glu lie Leu Lys Val Phe Phe Met Phe Ala Thr Glu lie Ser Cys Met 

p 65 70 75 80 

gec aaa tta ttg cat ttg aag ttg aag age cgc aaa etc get ggc ttg 288 
Ala Lys Leu Leu His Leu Lys Leu Lys Ser Arg Lys Leu Ala Gly Leu 
85 90 95 

gtt gat gcg atg ttg tec cca gag ttc ggc gtt aaa agt gaa cag gaa 336 
Val Asp Ala Met Leu Ser Pro Glu Phe Gly Val Lys Ser Glu Gin Glu 
100 105 110 

atg cag atg ctg gaa ttg gat aga gtg gcg gtt gtc cgc atg agg aac 384 
Met Gin Met Leu Glu Leu Asp Arg Val Ala Val Val Arg Met Arg Asn 
115 120 125 

tec tac ggc ate atg tec ctg ggc gcg get tec ctg ate ctt ata gtt 432 
Ser Tyr Gly lie Met Ser Leu Gly Ala Ala Ser Leu lie Leu lie Val 
130 135 140 
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ccc tgt ttc gac aac ttt ggc gag eta cca ctg gec atg ttg gag gta 480 
Pro Cys Phe Asp Asn Phe Gly Glu Leu Pro Leu- Ala Met Leu Glu Val 
145 150 155 160 

tgc age ate gag gga tgg ate tgc tat tgg teg cag tac ctt ttc cac 528 
Cys Ser lie Glu Gly Trp lie Cys Tyr Trp Ser Gin Tyr Leu Phe His 
165 170 175 

teg att tgc ctg ctg ccc act tgt gtg ctg aat ata acc tac gac teg 576 
Ser lie Cys Leu Leu Pro Thr Cys Val Leu Asn lie Thr Tyr Asp Ser 
180- 185 190 

gtg gee tac teg ttg etc tgt ttc ttg aag gtt cag eta caa atg ctg 624 
Val Ala Tyr Ser Leu Leu Cys Phe Leu Lys Val Gin Leu Gin Met Leu 
195 200 205 

gtc ctg cga tta gaa aag ttg ggt cct gtg ate gaa ccc cag gat aat 672 
Val Leu Arg Leu Glu Lys Leu Gly Pro Val lie Glu Pro Gin Asp Asn 
210 215 220 

gag aaa ate gca atg gaa ctg cgt gag tgt gee gee tac tac aac agg 720 
Glu Lys lie Ala Met Glu Leu Arg Glu Cys Ala Ala Tyr Tyr Asn Arg 
225 - 230 235 240 

att gtt cgt ttc aag gac ctg gtg gag ctg ttc ata aag ggg cca gga 768 
lie Val Arg Phe Lys Asp Leu Val Glu Leu Phe lie Lys Gly Pro Gly 
245 250 ' . 255 . 

tct gtg cag etc atg tgt tct gtt ctg gtg ctg gtg tec aac ctg tac 816 
Ser Val Gin Leu Met Cys Ser Val Leu Val Leu Val Ser Asn Leu Tyr 
260 265 270 

gac atg tec acc atg tec att gca aac ggc gat gee ate ttt atg etc 864 
Asp Met Ser Thr Met Ser lie Ala Asn Gly Asp Ala lie Phe Met Leu 
275 280 285 

aag acc tgt ate tat cag ctg gtg atg etc tgg cag ate ttc ate att 912 
Lys Thr Cys lie Tyr Gin Leu Val Met Leu Trp Gin lie Phe lie lie 
290 295 300 

tgc tac gee tec aac gag gta act gtc cag age tct agg ttg tgt cac 960 
Cys Tyr Ala Ser Asn Glu Val Thr Val Gin Ser Ser Arg Leu Cys His 
305 310 315 320 

age ate tac age tec caa tgg acg gga tgg aac agg gca aac cgc egg 1008 
Ser lie Tyr Ser Ser Gin Trp Thr Gly Trp Asn Arg Ala Asn Arg Arg 
325 330 335 
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att gtc ctt etc atg atg cag cgc ttt aat tec ccg atg etc ctg age 1056 
He Val Leu Leu Met Met Gin Arg Phe Asn Ser Pro Met Leu Leu Ser 
340 345 350 

ace ttt aac ccc ace ttt get ttc age ttg gag gee ttt ggt tct ate 1104 
Thr Phe Asn Pro Thr Phe Ala Phe Ser Leu Glu Ala Phe Gly Ser He 
355 360 365 

gtc aac tgc tec tac age tac ttc gca ctg ctg aag cgc gtc aac agt 1152 
Val Asn Cys Ser Tyr Ser Tyr Phe Ala Leu Leu Lys Arg Val Asn Ser 
370 375 380 

taa 1155 



<210> 22 

<211> 384 

^ <212> PRT 

: ; rj <213> Drosophila melanogaster 

*.Q <400> 22 

jh= Met Val Thr Glu Asp Phe Tyr Lys Tyr Gin Val Trp Tyr Phe Gin He 

1 5 10 15 

°~ 4 Leu Gly Val Trp Gin Leu Pro Thr Trp Ala Ala Asp His Gin Arg Arg 

%* 20 25 30 

^.s Phe Gin Ser Met Arg Phe Gly Phe He Leu Val He Leu Phe He Met 

*K 35 40 45 

Q Leu Leu Leu Phe Ser Phe Glu Met Leu Asn Asn He Ser Gin Val Arg 

50 55 60 

Glu He Leu Lys Val Phe Phe Met Phe Ala Thr Glu lie Ser Cys Met 
65 70 75 80 

Ala Lys Leu Leu His Leu Lys Leu Lys Ser Arg Lys Leu Ala Gly Leu 
85 90 95 

Val Asp Ala Met Leu Ser Pro Glu Phe Gly Val Lys Ser Glu Gin Glu 
100 105 110 

Met Gin Met Leu Glu Leu Asp Arg Val Ala Val Val Arg Met Arg Asn 
115 120 125 

Ser Tyr Gly He Met Ser Leu Gly Ala Ala Ser Leu He Leu He Val 
130 135 140 
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Pro Cys Phe Asp Asn Phe Gly Glu Leu Pro Leu Ala Met Leu Glu Val 
145 150 155 160 



Cys Ser lie Glu Gly Trp lie Cys Tyr Trp Ser Gin Tyr Leu Phe His 
165 170 175 

Ser lie Cys Leu Leu Pro Thr Cys Val Leu Asn lie Thr Tyr Asp Ser 
180 185 190 

Val Ala Tyr Ser Leu Leu Cys Phe Leu Lys Val Gin Leu Gin Met Leu 
195 200 205 

Val Leu Arg Leu Glu Lys Leu Gly Pro Val lie Glu Pro Gin Asp Asn 
210 215 220 

Glu Lys lie Ala Met Glu Leu Arg Glu Cys Ala Ala Tyr Tyr Asn Arg 
225 230 235 240 

lie Val Arg Phe Lys Asp Leu Val Glu Leu Phe lie Lys Gly Pro Gly 
245 250 255 

Ser Val Gin Leu Met Cys Ser Val Leu Val Leu Val Ser Asn Leu Tyr 
260 265 270 

Asp Met Ser Thr Met Ser lie Ala Asn Gly Asp Ala lie Phe Met Leu 
275 280 285 

Lys Thr Cys lie Tyr Gin Leu Val Met Leu Trp Gin lie Phe lie lie 
290 295 300 

Cys Tyr Ala Ser Asn Glu Val Thr Val Gin Ser Ser Arg Leu Cys His 
305 310 315 320 

Ser lie Tyr Ser Ser Gin Trp Thr Gly Trp Asn Arg Ala Asn Arg Arg 
325 330 335 

lie Val Leu Leu Met Met Gin Arg Phe Asn Ser Pro Met Leu Leu- Ser 
340 345 350 

Thr Phe Asn Pro Thr Phe Ala Phe Ser Leu Glu Ala Phe Gly Ser lie 
355 360 365 

Val Asn Cys Ser Tyr Ser Tyr Phe Ala Leu Leu Lys Arg Val Asn Ser 
370 • 375 380 
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<210> 23 
<211> 1158 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1155) 

<223> DOR 47E.1, coding region of AF156880 
<400> 23 

atg gac agt ttt ctg caa gta cag aag age acc att gec ctt ctg ggc 48 
Met Asp Ser Phe Leu Gin Val Gin Lys Ser Thr lie Ala Leu Leu Gly 
1 5 10 15 

ttt gat etc ttt agt gaa aat cga gaa atg tgg aaa cgc ccc tat aga 96 
Phe Asp Leu Phe Ser Glu Asn Arg Glu Met* Trp Lys Arg Pro Tyr Arg 
20 25 30 

gca atg aat gtg ttt age ata get gee att ttt ccc ttt ate ctg gca 144 
Ala Met Asn Val Phe Ser lie Ala Ala lie Phe Pro Phe lie Leu Ala 
35 40 45 

get gtg etc cat aat tgg aag aat gta ttg ctg ctg gee gat gee atg 192 
Ala Val Leu His Asn Trp Lys Asn Val Leu Leu Leu Ala Asp Ala Met 
50 55 60 

gtg gee eta eta ata acc att ctg ggc eta ttc aag ttt age atg ata 240 
Val Ala Leu Leu lie Thr lie Leu Gly Leu Phe Lys Phe Ser Met lie 
65 70 75 80 

ctt tac tta cgt cgc gat ttc aag cga ctg att gac aaa ttt cgt ttg 288 
Leu Tyr Leu Arg Arg Asp Phe Lys Arg Leu lie Asp Lys Phe Arg Leu 
85 90 95 

etc atg teg aat gag gcg gaa cag ggc gag gaa tac gec gag att etc 336 
Leu Met Ser Asn Glu Ala Glu Gin Gly Glu Glu Tyr Ala Glu lie Leu 
100 105 110 

aac gca gca aac aag cag gat caa cga atg tgc act ctg ttt agg act 38 4 
Asn Ala Ala Asn Lys Gin Asp Gin Arg Met Cys Thr Leu Phe Arg Thr 
115 120 125 

tgt ttc etc etc gec tgg gee ttg aat agt gtt ctg ccc etc gtg aga 432 
Cys Phe Leu Leu Ala Trp Ala Leu Asn Ser Val Leu Pro Leu Val Arg 
130 135 140 

atg ggt etc age tat tgg tta gca ggt cat gca gag ccc gag ttg cct 480 
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Met Gly Leu Ser Tyr Trp Leu Ala Gly His Ala Glu Pro Glu Leu Pro 
145 150 155 160 

ttt ccc tgt ctt ttt ccc tgg aat ate cac ate att cgc aat tat gtt 528 
Phe Pro Cys Leu Phe Pro Trp Asn lie His lie lie Arg Asn Tyr Val 
165 170 175 

ttg age ttc ate tgg age get ttc gee teg aca ggt gtg gtt tta cct 576 
Leu Ser Phe lie Trp- Ser Ala Phe Ala Ser Thr Gly Val Val Leu Pro 
180 185 190 

get gtc age ttg gat acc ata ttc tgt tec ttc ace age aac ctg tgc 624 
Ala Val Ser Leu Asp Thr lie Phe Cys Ser Phe Thr Ser Asn Leu Cys 
195 200 205 

gee ttc ttc aaa att gcg cag tac aag gtg gtt aga ttt aag ggc gga 672 
Ala Phe Phe Lys lie' Ala Gin Tyr Lys Val Val Arg Phe Lys Gly Gly 
210 215 220 

tec ctt aaa gaa tea cag gee aca ttg aac aaa gtc ttt gec ctg tac 720 
Ser Leu Lys Glu Ser Gin Ala Thr Leu Asn Lys Val Phe Ala Leu Tyr 
225 230 235 240 

cag acc age ttg gat atg tgc aac gat ctg aat cag tgc tac caa ccg 768 
Gin Thr Ser Leu Asp Met Cys Asn Asp Leu Asn Gin Cys Tyr Gin Pro 
245 250 255 

att ate tgc gee cag ttc ttc att tea tct ctg caa etc tgc atg ctg 816 
lie lie Cys Ala Gin Phe Phe lie Ser Ser Leu Gin Leu Cys Met Leu 
260 265 270 

gga tat ctg ttc tec att act ttt gec cag aca gag ggc gtc tac tat 864 
Gly Tyr Leu Phe Ser lie Thr Phe Ala Gin Thr Glu Gly Val Tyr Tyr 
275 280 285 

gee tea ttc ata gec aca -ate att ata caa gee tat ate tac tgc tac 912 
Ala Ser Phe lie Ala Thr lie lie lie Gin Ala Tyr lie Tyr Cys Tyr 
290 295 300 

tgc ggg gag aac ctg aag acg gag agt gec age ttc gag tgg gee ate 960 
Cys Gly Glu Asn Leu Lys Thr Glu Ser Ala Ser Phe Glu Trp Ala lie 
305 310 315 320 

tac gac agt ccg tgg cac gag agt ttg ggt get ggt gga gee tct 'acc 1008 
Tyr Asp Ser Pro Trp His Glu Ser Leu Gly Ala Gly Gly Ala Ser Thr 
325 330 335 

teg ate tgc cga tec ttg ctg ate age atg atg egg get cat egg gga 1056 
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Ser lie Cys Arg Ser Leu Leu lie Ser Met Met Arg Ala His Arg Gly 
340 345 350 

ttc cgc att acg gga tac ttt ttc gag gca aac atg gag gcc ttc tea 1104 
Phe Arg lie Thr Gly Tyr Phe Phe Glu Ala Asn Met Glu Ala Phe Ser 
355 360 365 

teg att gtt cgc acg gcg atg tec tac ate aca atg ctg aga tea ttc 1152 
Ser lie Val Arg Thr Ala Met Ser Tyr lie Thr Met Leu Arg Ser Phe 
370 375 380 

tec taa 1158 

Ser 

385 



<210> 24 
<211> 385 
Q <212> PRT 

<213> Drosophila melanogaster 

MS ' <400> 24 

%T Met Asp Ser Phe Leu Gin Val Gin Lys Ser Thr lie Ala Leu Leu Gly 

f] 1 5 10 15 - 

" Phe Asp Leu Phe Ser Glu Asn Arg Glu Met Trp Lys Arg Pro Tyr Arg 

■U 20 25 30 

Sill Ala Met Asn Val Phe Ser lie Ala Ala lie Phe Pro Phe lie Leu Ala 

Q Ala Val Leu His Asn Trp Lys Asn Val Leu Leu Leu Ala Asp Ala Met 
50 55 60 

Val Ala Leu Leu lie Thr lie Leu Gly Leu Phe Lys Phe Ser Met lie 
65 70 75 80 

Leu Tyr Leu Arg Arg Asp Phe Lys Arg Leu lie Asp Lys Phe Arg Leu 
85 90 95 

Leu Met Ser Asn Glu Ala Glu Gin Gly Glu Glu Tyr Ala Glu lie Leu 
100 105 110 

Asn Ala Ala Asn Lys Gin Asp Gin Arg Met Cys Thr Leu Phe Arg Thr 
115 120 125 

Cys Phe Leu Leu Ala Trp Ala Leu Asn Ser Val Leu Pro Leu Val Arg 
130 135 140 
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Met Gly Leu Ser Tyr Trp Leu Ala Gly His Ala Glu Pro Glu Leu Pro 
145 150 155 160 

Phe Pro Cys Leu Phe Pro Trp Asn lie His lie lie Arg Asn Tyr Val 
165 170 175 

Leu Ser Phe lie Trp Ser Ala Phe Ala Ser Thr Gly Val Val Leu Pro 
180 185 190 

Ala Val Ser Leu Asp Thr lie Phe Cys Ser Phe Thr Ser Asn Leu Cys 
195 200 205 

Ala Phe Phe Lys lie Ala Gin Tyr Lys Val Val Arg Phe Lys Gly Gly 
210 215 220 

Ser Leu Lys Glu Ser Gin Ala Thr Leu Asn Lys Val Phe Ala Leu Tyr 
225 230 235 240 

Gin Thr Ser Leu Asp Met Cys Asn Asp Leu Asn Gin Cys Tyr Gin Pro 
245 250. 255 

lie lie Cys Ala Gin Phe Phe lie Ser Ser Leu Gin Leu Cys Met Leu 
260 265 270 

Gly Tyr Leu Phe Ser lie Thr Phe Ala Gin Thr Glu Gly Val Tyr Tyr 
275 280 285 

Ala Ser Phe lie Ala Thr lie lie lie Gin Ala Tyr lie Tyr Cys Tyr 
290 295 300 

Cys Gly Glu Asn Leu Lys Thr Glu Ser Ala Ser Phe Glu Trp Ala lie 
305 310 315 320 

Tyr Asp Ser Pro Trp His Glu Ser Leu Gly Ala Gly Gly Ala Ser Thr 
325 330 335 

Ser lie Cys Arg Ser Leu Leu lie Ser Met Met Arg Ala His Arg Gly 
340 345 350 

Phe Arg lie Thr Gly Tyr Phe Phe Glu Ala Asn Met Glu Ala Phe Ser 
355 360 365 

Ser lie Val Arg Thr Ala Met Ser Tyr lie Thr Met Leu Arg Ser Phe 
370 375 380 



Ser 
385 
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<210> 25 

<211> 1203 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1200) 

<223> DOR 47E.2, a coding region on BDGP Clone No. 
AC005638 

<400> 25 

atg aac gac teg ggt tat caa tea aat etc age ctt ctg egg gtt ttt 48 

Met Asn Asp Ser Gly Tyr Gin Ser Asn Leu Ser Leu Leu Arg Val Phe 

15 10 15 

uQ etc gac gag ttc cga teg gtt ctg egg cag gaa agt ccc ggt etc ate 96 . 
, ; p Leu Asp Glu Phe Arg Ser Val Leu Arg Gin Glu Ser Pro Gly Leu lie 

# 20 25 30 

cca cgc ctg get ttt tac tat gtt cgc gee ttt ctg age ttg ccc ctg 14 4 

Pro Arg Leu Ala Phe Tyr Tyr Val Arg Ala Phe Leu Ser Leu Pro Leu 

~~ z 35 4 0 4 5 

£7 tac cga tgg ate aac ttg ttc ate atg tgc aat gtg atg ace att ttc 192 

Tyr Arg Trp lie Asn Leu Phe lie Met Cys Asn Val Met Thr lie Phe 

5 50 55 60 

O t( ?9 acc at< ? ttc 9 t( ? 9 CC ct 9 ccc 9 a 9 tc< ? aa< ? aac 9 t{ ? atc 9 aa at 9 24 ^ 

Trp Thr Met Phe Val Ala Leu Pro Glu Ser Lys Asn Val lie Glu Met 

65 70 75 80 

ggc gac gac ttg gtt tgg att teg ggg atg gca ctg gtg ttc acc aag . 288 
Gly Asp Asp Leu Val Trp lie Ser Gly Met Ala Leu Val Phe Thr Lys 
85 90 95 

atc ttt tac atg cat ttg cgt tgc gac gag atc gat gaa ctt att teg 336 
lie Phe Tyr Met His Leu Arg Cys Asp Glu lie Asp Glu Leu lie Ser 
100 105 110 

gat ttt gaa tac tac aac egg gag ctg aga ccc cat aat atc gat gag 384 
Asp Phe Glu Tyr Tyr Asn Arg Glu Leu Arg Pro His Asn lie Asp Glu 
115 120 125 

gag gtg ttg ggt tgg cag aga ctg tgc tac gtg ata gaa teg ggt eta 4 32 
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Glu Val Leu Gly Trp Gin Arg Leu Cys Tyr Val lie Glu Ser Gly Leu 

130 135 140 

tat ate aac tgc ttt tgc ctg gtc aac ttc ttc agt gec get att ttc 480 

Tyr lie Asn Cys Phe Cys Leu Val Asn Phe Phe Ser Ala Ala lie Phe 

145 150 .155 160 

ctg caa cct ctg ttg ggc gag gga aag ctg ccc ttc cac age gtc tat 528 

Leu Gin Pro Leu Leu Gly Glu Gly Lys Leu Pro Phe His Ser Val Tyr 

165 170 175 

ccg ttt caa tgg cat cgc ttg gat ctg cat ccc tac acg ttc tgg ttc 576 

Pro Phe Gin Trp His Arg Leu Asp Leu His Pro Tyr Thr Phe Trp Phe 

' 180 185 190 

etc tac ate tgg cag agt ctg acc teg cag cac aac eta atg age att 624 

Leu Tyr lie Trp Gin Ser Leu Thr Ser Gin His Asn Leu Met Ser lie 

195 200 205 

□ 

eta atg gtg gat atg gta ggc att tec acg ttc etc cag acg gcg etc 672 

Leu Met Val Asp Met Val Gly lie Ser Thr Phe Leu Gin Thr Ala Leu 

4g 210 215 220 

Si aat etc aag ttg ctt tgc ate gag ata agg aaa ctg ggg gac atg gag 720 

^ Asn Leu Lys Leu Leu Cys lie Glu lie Arg Lys Leu Gly Asp Met Glu 

^ 225 230 235 240 

l !rf gtc agt gat aag agg ttc cac gag gag ttt tgt cgt gtg gtt cgc ttc 7 68 

Val Ser Asp Lys Arg Phe His Glu Glu Phe Cys Arg Val Val Arg Phe 

1% 245 250 255 

; i cac cag cac att ate aaa ttg gtg ggg aaa gec aat aga get ttc aat 816 

His Gin His lie lie Lys Leu Val Gly Lys Ala Asn Arg Ala Phe Asn 

260 265 270 

ggc gec ttc aat gca caa tta atg gee agt ttc tec ctg att tec ata 864 

Gly Ala Phe Asn Ala Gin Leu Met Ala Ser Phe Ser Leu lie Ser lie 

275 280 285 

tec act ttc gag acc atg get gca gcg get gtg gat ccc aaa atg gec 912 

Ser Thr Phe Glu Thr Met Ala Ala Ala Ala Val Asp Pro Lys Met Ala 

290 295 300 

gee aag ttc gtg ctt etc atg ctg gtg gca ttc att caa ctg teg ctt 960 

Ala Lys Phe Val Leu Leu Met Leu Val Ala Phe lie Gin Leu Ser Leu 

305 310 315 320 

tgg tgc gtc tct gga act ttg gtt tat act cag tea gtg gag gtg get 1008 
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Trp Cys Val Ser Gly Thr Leu Val Tyr Thr Gin Ser Val Glu Val Ala 
325 330 335 

cag get get ttt gat ate aac gat tgg cac acc aaa teg cca ggc ate 1056 
Gin Ala Ala Phe Asp lie Asn Asp Trp His Thr Lys Ser Pro Gly lie 
340 345 350 

cag agg gat ata tec ttt gtg ata eta cga gee cag aaa ccc ctg atg 1104 
Gin Arg Asp lie Ser Phe Val lie Leu Arg Ala Gin Lys Pro Leu Met 
355 360 365 

tat gtg gec gaa cca ttt ctg ccc ttc acc ctg gga acc tat atg ctt 1152 
Tyr Val Ala Glu Pro Phe Leu Pro Phe Thr Leu Gly thr Tyr Met Leu 
370 375 380 

gtt ctg aag aac tgc tat cgt ttg ctg gee ctg atg caa gaa teg atg 1200 
Val Leu Lys Asn Cys Tyr Arg Leu Leu Ala Leu Met Gin Glu Ser Met 
385 390 395 400 

tag 1203 



<210> 26 
<211> 400 
<212> PRT 

<213> Drosophila melanogaster 
<400> 26 

Met Asn Asp Ser Gly Tyr Gin Ser Asn Leu Ser Leu Leu Arg Val Phe 
15 10 15 

Leu Asp Glu Phe Arg Ser Val Leu Arg Gin Glu Ser Pro Gly Leu lie 
20 25 30 

Pro Arg Leu Ala Phe Tyr Tyr Val Arg Ala Phe Leu Ser Leu Pro Leu 
35 40 45 

Tyr Arg Trp lie Asn Leu Phe lie Met Cys Asn Val Met Thr lie Phe 
50 55 60 

Trp Thr Met Phe Val Ala Leu Pro Glu Ser Lys Asn Val lie Glu Met 
65 70 75 80 

Gly Asp Asp Leu Val Trp lie Ser Gly Met Ala Leu Val Phe Thr Lys 
85 90 95 

lie Phe Tyr Met His Leu Arg Cys Asp Glu lie Asp Glu Leu lie Ser 
100 105 110 
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Asp Phe Glu Tyr Tyr Asn Arg Glu Leu Arg Pro His Asn lie Asp Glu 
115 120 125 

Glu Val Leu Gly Trp Gin Arg Leu Cys Tyr Val lie Glu Ser Gly Leu 
130 135 140 

Tyr lie Asn Cys Phe Cys Leu Val Asn Phe Phe Ser Ala Ala lie Phe 
145 150 155 160 

Leu Gin Pro Leu Leu Gly Glu Gly Lys Leu Pro Phe His Ser Val Tyr 
165 170 175 

Pro Phe Gin Trp His Arg Leu Asp Leu His Pro Tyr Thr Phe Trp Phe 
180 185 190 

Leu Tyr lie Trp Gin Ser Leu Thr Ser Gin His Asn Leu Met Ser lie 
195 200 205 

Leu Met Val Asp Met Val Gly lie Ser Thr Phe Leu Gin Thr Ala Leu 

,g 210 215 220 

Ip^ Asn Leu Lys Leu Leu Cys lie Glu lie "Arg Lys Leu Gly Asp Met Glu 

Wl . 225 230 235 240 

Val Ser Asp Lys Arg Phe His Glu Glu Phe Cys Arg Val Val Arg Phe 
|^ 245 250 255 

J gs His Gin His lie lie Lys Leu Val Gly Lys Ala Asn Arg Ala Phe Asn 

|K 260 265 270 

Q Gly Ala Phe Asn Ala Gin Leu Met Ala Ser Phe Ser Leu lie Ser lie 
275 280 285 

Ser Thr Phe Glu Thr Met Ala Ala Ala Ala Val Asp Pro Lys Met Ala 
290 295 300 

Ala Lys Phe Val Leu Leu Met Leu Val Ala Phe lie Gin Leu Ser Leu 
305 310 315 320 

Trp Cys Val Ser Gly Thr Leu Val Tyr Thr Gin Ser Val Glu Val Ala 
325 330 335 

Gin Ala Ala Phe Asp lie Asn Asp Trp His Thr Lys Ser Pro Gly lie 
340 345 350 

Gin Arg Asp lie Ser Phe Val lie Leu Arg Ala Gin Lys Pro Leu Met 
355 360 .365 
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Tyr Val Ala Glu Pro Phe Leu Pro Phe Thr Leu Gly Thr Tyr Met Leu 

370 375 380 

Val Leu Lys Asn Cys Tyr Arg Leu Leu Ala Leu Met Gin Glu Ser Met 

385 390 395 400 



<210> 27 
<211> 1140 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1137) 

<223> DOR 59D.1, a coding region on BDGP Clone No. 
AC005672 



*-P <400> 27 



atg gca gag gtc aga gtg gac agt ctg gag ttt ttc aag age cat tgg 48 
Met Ala Glu Val Arg Val Asp Ser Leu Glu Phe Phe Lys Ser His Trp 
15 10 15 

acc gec tgg egg tac ttg gga gtg get cat ttt egg gtc gag aac tgg 96 
Thr Ala Trp Arg Tyr Leu Gly Val Ala His Phe Arg Val Glu Asn Trp 
20 25 30 

aag aac ctt tac gtg ttt tac age att gtg teg aat ctt etc gtg acc 144 
Lys Asn Leu Tyr Val Phe Tyr Ser lie Val Ser Asn Leu Leu Val Thr 
35 40 45 

ctg tgc tac ccc gtt cac ctg gga ata tec etc ttt cgc aac cgc acc 192 
Leu Cys Tyr Pro Val His Leu Gly lie Ser Leu Phe Arg Asn Arg Thr 
50 55 60 " 

ate acc gag gac ate etc aac ctg acc acc ttt gcg acc tgc aca gee 240 
lie Thr Glu Asp lie Leu Asn Leu Thr Thr Phe Ala Thr Cys Thr Ala 
65 70 75 80 

tgt teg gtg aag tgc ctg etc tac gee tac aac ate aag gat gtg ctg 288 
Cys Ser Val Lys Cys Leu Leu Tyr Ala Tyr Asn lie Lys Asp Val Leu 
85 ' 90 95 

gag atg gag egg ctg ttg agg ctt ttg gat gaa cgc gtc gtg ggt ccg 336 
Glu Met Glu Arg Leu Leu Arg Leu Leu Asp Glu Arg Val Val Gly Pro 
100 105 110 
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gag caa cgc age ate tac gga caa gtg agg gtc cag ctg cga aat gtg 384 
Glu Gin Arg Ser lie Tyr Gly Gin Val Arg Val Gin Leu Arg Asn Val 
115 120 125 

eta tac gtg ttc ate ggc ate tac atg ccg tgt gec ctg ttc gec gag 432 
Leu Tyr Val Phe lie Gly lie Tyr Met Pro Cys Ala Leu Phe Ala Glu 
130 135 140 

eta tec ttt ctg ttc aag gag gag cgc ggt ctg atg tat ccc gee tgg 480 
Leu Ser Phe Leu Phe Lys Glu Glu Arg Gly Leu Met Tyr Pro Ala Trp 
145 150 155 160 

ttt ccc ttc gac tgg ctg cac tec ace agg aac tat tac ata gcg aac 528 
Phe Pro Phe Asp Trp Leu His Ser Thr Arg Asn Tyr ■ Tyr lie Ala Asn 
165 170 175 

gee tat cag ata gtg ggc ate teg ttt cag ctg ctg caa aac tat gtt 576 
Ala Tyr Gin lie Val Gly lie Ser Phe Gin Leu Leu Gin Asn Tyr Val 
180 185 190 

age gac tgc ttt ccg gcg gtg gtg ctg tgc ctg ate tea tec cac ate 624 
Ser Asp Cys Phe Pro Ala Val Val Leu Cys Leu lie Ser Ser His lie 
195 200 205 

aaa atg ttg tac aac aga ttc gag gag gtg ggc ctg gat cca gee aga 672 
Lys Met Leu Tyr Asn Arg Phe Glu Glu Val Gly Leu Asp Pro Ala Arg 
210 215 220 

gat gcg gag aag gac ctg gag gec tgc ate ace gat cac aag cat att 720 
Asp Ala Glu Lys Asp Leu Glu Ala Cys lie Thr Asp His Lys His lie 
225 230 235 240 

eta gaa eta ttc cga cgc ate gag gee ttc att tec ctg ccc atg eta 768 
Leu Glu Leu Phe Arg Arg lie Glu Ala Phe lie Ser Leu Pro Met Leu 
245 250 255 

att cag ttc aca gtg ace gec ttg aat gtg tgc ate ggt tta gca gee 816 
lie Gin Phe Thr Val Thr Ala Leu Asn Val Cys lie Gly Leu Ala Ala 
260 265 ' 270 

/ 

ctg gtg ttt ttc gtc age gag ccc atg gca egg atg tac ttc ate ttc 864 
Leu Val Phe Phe Val Ser Glu Pro Met Ala Arg Met Tyr Phe lie Phe 
275 280 285 

tac tec ctg gee atg ccg ctg cag ate ttt ccg tec tgc ttt ttc ggc 912 
Tyr Ser Leu Ala Met Pro Leu Gin lie Phe Pro Ser Cys Phe Phe Gly 
290 295 300 
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acc gac aac gag tac tgg ttc gga cgc etc cac tac gcg gec ttc agt 960 

Thr Asp Asn Glu Tyr Trp Phe Gly Arg Leu His Tyr Ala Ala Phe Ser 

305 310 315 320 

tgc aat tgg cac aca cag aac agg age ttt aag egg aaa atg atg ctg 1008 

Cys Asn Trp His Thr Gin Asn Arg Ser Phe Lys Arg Lys Met Met Leu 

325 330 335 

ttc gtt gag caa teg ttg aag aag age acc get gtg get ggc gga atg 1056 

Phe Val Glu Gin Ser Leu Lys Lys Ser Thr Ala Val Ala Gly Gly Met 

340 345 350 

atg cgt ate cac ctg gac acg ttc ttt tec acc eta aag ggg gee tac 1104 

Met Arg lie His Leu Asp Thr Phe Phe Ser Thr Leu Lys Gly Ala Tyr 

355 360 365 

tec etc ttt acc ate att att egg atg aga aag tag 1140 

q Ser Leu Phe Thr lie lie lie Arg Met Arg Lys 

S 370 375 



<211> 379 
<212> PRT 

<213> Drosophila melanogaster 
<400> 28 

Met Ala Glu Val Arg Val Asp Ser Leu Glu Phe Phe Lys Ser His Trp 
15 10 15 

Thr Ala Trp Arg Tyr Leu Gly Val Ala His Phe Arg Val Glu Asn Trp 
20 25 30 

Lys Asn Leu Tyr Val Phe Tyr Ser lie Val Ser Asn Leu Leu Val Thr 
35 40 45 

Leu Cys Tyr Pro Val His Leu Gly lie Ser Leu Phe Arg Asn Arg Thr 
50 55 60 

lie Thr Glu. Asp lie Leu Asn Leu Thr Thr Phe Ala Thr Cys Thr Ala 
65 70 75 80 

Cys Ser Val Lys Cys Leu Leu Tyr Ala Tyr Asn lie Lys Asp Val Leu 
85 90 95 

Glu Met Glu Arg Leu Leu Arg Leu Leu Asp Glu Arg Val Val Gly Pro 
100 105 110 
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Glu Gin Arg Ser lie Tyr Gly Gin Val Arg Val Gin Leu Arg Asn Val 
115 120 ' 125 



Leu Tyr Val Phe lie Gly lie Tyr Met Pro Cys Ala Leu Phe Ala Glu 
130 135 140 

Leu Ser Phe Leu Phe Lys Glu Glu Arg Gly Leu Met Tyr Pro Ala Trp 
145 150 155 - 160 

Phe Pro Phe Asp Trp Leu His Ser Thr Arg Asn Tyr Tyr lie Ala Asn 
165 170 175 

Ala Tyr Gin lie Val Gly lie Ser Phe Gin Leu Leu Gin Asn Tyr Val 
180 185 190 

Ser Asp Cys Phe Pro Ala Val Val Leu Cys Leu lie Ser Ser His lie 
195 200 205 

Lys Met Leu Tyr Asn Arg Phe Glu Glu Val Gly Leu Asp Pro Ala Arg 
210 215 220 

Asp Ala Glu Lys Asp Leu Glu Ala Cys lie Thr Asp His Lys His lie 
225 230 235 240 

Leu Glu Leu Phe Arg Arg lie Glu Ala Phe lie Ser Leu Pro Met Leu 
245 250 255 

He Gin Phe Thr Val Thr Ala Leu Asn Val Cys He Gly Leu Ala Ala 
260 265 270 

Leu Val Phe Phe Val Ser Glu Pro Met Ala Arg Met Tyr Phe He Phe 
275 280 285 

Tyr Ser Leu Ala Met Pro Leu Gin He Phe Pro Ser Cys Phe Phe Gly 
290 295 300 

Thr Asp Asn Glu Tyr Trp Phe Gly Arg Leu His Tyr Ala Ala Phe Ser 
305 310 315 320 

Cys Asn Trp His Thr Gin Asn Arg Ser Phe Lys Arg Lys Met Met Leu 
325 330 335 

Phe Val Glu Gin Ser Leu Lys Lys Ser Thr Ala Val Ala Gly Gly Met 
340 - 345 350 

Met Arg He His Leu Asp Thr Phe Phe Ser Thr Leu Lys Gly Ala Tyr 
355 360 365 . 
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Ser Leu Phe Thr lie lie lie Arg Met Arg Lys 
370 375 



<210> 29 
<211> 1194 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1194) 

<223> DOR 2F.1, coding region of NCBI Accession No. 
AL009195 

<400> 29 

atg gag aag caa gag gat ttc aaa ctg aac acc cac agt get gtg tac 48 
Met Glu Lys Gin Glu Asp Phe Lys Leu Asn Thr His Ser Ala Val Tyr 
1 5 10 15 

tac cac tgg cgc gtt tgg gag etc act ggc ctg atg cgt cct ccg ggc 96 
Tyr His Trp Arg Val Trp Glu Leu Thr Gly Leu Met Arg Pro Pro Gly 
20 25 30 

gtt tea age ctg ctt tac gtg gta tac tec att acg gtc aac ttg gtg 144 
Val Ser Ser Leu Leu Tyr Val Val Tyr Ser lie Thr Val Asn Leu Val 
35 40 45 

gtc acc gtg ctg ttt ccc ttg age ttg ctg gee agg ctg ctg ttc acc 192 
Val Thr Val Leu Phe Pro Leu Ser Leu Leu Ala Arg Leu Leu Phe Thr 
50 55 60 

acc aac atg gee gga ttg tgc gag aac ctg acc ata act att acc gat 240 
Thr Asn Met Ala Gly Leu Cys Glu Asn Leu Thr lie Thr He Thr Asp 
65 70 75 80 

att gtg gee aat ttg aag ttt gcg aat gtg tac atg gtg agg aag cag 288 
He Val Ala Asn Leu Lys Phe Ala Asn Val Tyr Met Val Arg Lys Gin 
85 90 95 

etc cat gag att cgc tct etc eta agg etc atg gac get aga gee egg 336 
Leu His Glu He Arg Ser Leu Leu Arg Leu Met Asp Ala Arg Ala Arg 
100 105 110 

ctg gtg ggc gat ccc gag gag att tct gee ttg agg aag gaa gtg aat 384 
Leu Val Gly Asp -Pro Glu Glu He Ser Ala Leu Arg Lys Glu Val Asn 
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115 120 125 

ate gca cag ggc act ttc cgc acc ttt gec agt att ttc gta ttt ggc 432 
He Ala Gin Gly Thr Phe Arg Thr Phe Ala Ser He Phe Val Phe Gly 
130 135 140 

act act ttg agt tgc gtc cgc gtg gtc gtt cgc cca gat cga gag etc 4 80 
Thr Thr Leu Ser Cys Val Arg Val Val Val Arg Pro Asp Arg Glu Leu 
145 150 155 160 

ctg tat ccg gec tgg ttc ggc gtt gac tgg atg cac tec acc aga aac 528 
Leu Tyr Pro Ala Trp Phe Gly Val Asp Trp Met His Ser Thr Arg Asn 
165 170 175 

tat gtg etc ate aat ate tac cag etc ttc ggc ttg ata gtg cag get 576 
Tyr Val Leu He Asn He Tyr Gin Leu Phe Gly Leu He Val Gin Ala 
180 185 190 

ata cag aac tgc get agt gac tec tat ccg cct gcg ttt etc tgc ctg 624 
lie Gin Asn Cys Ala Ser Asp Ser Tyr Pro Pro Ala Phe Leu Cys Leu 
195 200 205 

etc acg ggt cat atg cgt get ttg gag ctg agg gtg egg egg- att ggc 672 
Leu Thr Gly His Met Arg Ala Leu Glu Leu Arg Val Arg Arg He Gly 
210 215 220 

tgc agg acg gaa aag tec aat aaa ggg cag aca tat gaa gee tgg egg 720 
Cys Arg Thr Glu Lys Ser Asn Lys Gly Gin Thr Tyr Glu Ala Trp Arg 
225 230 235 240 

gag gag gtg tac cag gaa etc ate gag tgc ate cgc gat ctg gcg egg 768 
Glu Glu Val Tyr Gin Glu Leu He Glu Cys He Arg Asp Leu Ala Arg' 
245 250 255- 

gtc cat egg ctg agg gag ate att cag egg gtc ctt tea gtg ccc tgc 816 
Val His Arg Leu Arg Glu He He Gin Arg Val Leu Ser Val Pro Cys 
260 265 270 

atg gee cag ttc gtc tgc tec gee gee gtc cag tgt acc gtc gec atg 864 
Met Ala Gin Phe Val Cys Ser Ala Ala Val Gin Cys Thr Val Ala Met 
275 280 285 

cac ttc ctg tac gta gcg gat gac cac gac cac acc gee atg ate ate 912 
His Phe Leu Tyr Val Ala Asp Asp His Asp His Thr Ala Met He lie 
290 295 300 

teg att gta ttt ttc teg gee gtc acc ttg gag gtg ttt gta ate tgc 960 
Ser lie Val Phe Phe Ser Ala Val Thr Leu Glu Val Phe Val He Cys 
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7 7^T 



305 310 315 320 

tat ttt ggg gac agg atg egg aca cag age gag gcg ctg tgc gat gec 1008 
Tyr Phe Gly Asp Arg Met Arg Thr Gin Ser Glu Ala Leu Cys Asp Ala 
325 330 335 

ttc tac gat tgc aac tgg ata gaa cag ctg ccc aag ttc aag cgc gaa 1056 
Phe Tyr Asp Cys Asn Trp lie Glu Gin Leu Pro Lys Phe Lys Arg Glu 
340 345 350 

ctg etc ttc acc ctg gec agg acg cag egg cct tct ctt ate tac gca 1104 
Leu Leu Phe Thr Leu Ala Arg Thr Gin Arg Pro Ser Leu lie Tyr Ala 
355 360 365 

ggc aac tac ate gca etc teg ctg gag acc ttc gag cag cag gtc atg 1152 
Gly Asn Tyr lie Ala Leu Ser Leu Glu Thr Phe Glu Gin Gin Val Met 
370 375 380 

agg ttc aca tac tct gtt ttc aca etc ttg ctg agg gec aag 1194 
Arg Phe Thr Tyr Ser Val Phe Thr Leu Leu Leu Arg Ala Lys 
385 390 395 



<210> 30 
<211> 398 
<212> PRT 

<213> Drosophila melanogaster 
<400> 30 

Met Glu Lys Gin Glu Asp Phe Lys Leu Asn Thr His Ser Ala Val Tyr 
15 10 15 

Tyr His Trp Arg Val Trp Glu Leu Thr Gly Leu Met Arg Pro Pro Gly 
20 25 30 

Val Ser Ser Leu Leu Tyr Val Val Tyr Ser lie Thr Val Asn Leu Val 
35 40 45 

Val Thr Val Leu Phe Pro Leu Ser Leu Leu Ala Arg Leu Leu Phe Thr 
50 55 60 

Thr Asn Met Ala Gly Leu Cys Glu Asn Leu Thr lie Thr lie Thr Asp 
65 70 75 80 

lie Val Ala Asn Leu Lys Phe Ala Asn Val Tyr Met Val Arg Lys Gin 
85 90 95 

Leu His Glu lie Arg Ser Leu Leu Arg Leu Met Asp Ala Arg Ala Arg 
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100 



105 



110 



Leu Val Gly Asp Pro Glu Glu lie Ser Ala Leu Arg Lys Glu Val Asn 
115 120 125 

lie Ala Gin Gly Thr Phe Arg Thr Phe Ala Ser lie Phe Val Phe Gly 
130 135 140 

Thr Thr Leu Ser Cys Val Arg Val Val Val Arg Pro Asp Arg Glu Leu 
145 150 155 160 

Leu Tyr Pro Ala Trp Phe Gly Val Asp Trp Met His Ser Thr Arg Asn 
165 17.0 ~ 175 

Tyr Val Leu lie Asn lie Tyr Gin Leu Phe Gly Leu lie Val Gin Ala 
180 185 190 

lie Gin Asn Cys Ala Ser Asp Ser Tyr Pro Pro Ala Phe Leu Cys Leu 
195 200 205 

Leu Thr Gly His Met Arg Ala Leu Glu Leu Arg Val Arg Arg lie Gly 
210 215 220 

Cys Arg Thr Glu Lys Ser Asn Lys Gly Gin Thr Tyr Glu Ala Trp Arg 
225 230 235 240 

Glu Glu Val Tyr Gin Glu Leu lie Glu Cys lie Arg Asp Leu Ala Arg 
245 250 255 

Val His Arg Leu Arg Glu lie lie Gin Arg Val Leu Ser Val Pro Cys 
260 265 ' 270 

Met Ala Gin Phe Val Cys Ser Ala Ala Val Gin Cys Thr Val Ala Met 
275 280 285 

His Phe Leu Tyr Val Ala Asp Asp His Asp His Thr Ala Met lie lie 
290 295 300 

Ser lie Val Phe Phe Ser Ala Val Thr Leu Glu Val Phe Val lie Cys 
305 310 315 320 

Tyr Phe Gly Asp Arg Met Arg Thr Gin Ser Glu Ala Leu Cys Asp Ala 
325 330 335 

Phe Tyr Asp Cys Asn Trp lie Glu Gin Leu Pro Lys Phe Lys Arg Glu 
340 345 350 

Leu Leu Phe Thr Leu Ala Arg Thr Gin Arg Pro Ser Leu lie Tyr Ala 
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355 



360 



365 



Gly Asn Tyr lie Ala Leu Ser Leu Glu Thr Phe Glu Gin Gin Val Met 
370 375 ' 380 



Arg Phe Thr Tyr Ser Val Phe Thr Leu Leu Leu Arg Ala Lys 
385 390 " 395 



<210> 31 
<211> 1191 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1191) 

<223> DOR 22A.1, a coding region of BDGP Clone No. 
AC004121 

<400> 31 

atg tta age aag ttt ttt ccc cac ata aaa gaa aag cca ttg age gag 48 
Met Leu Ser Lys Phe Phe Pro His lie Lys Glu Lys Pro Leu Ser Glu 
1 5 10 15 

egg gtt aag tec cga gat gec ttc att tac ttg gat egg gtg atg tgg 96 
Arg Val Lys Ser Arg Asp Ala Phe lie Tyr Leu Asp Arg Val Met Trp 
20 25 30 

tec ttt ggc tgg a.ca gag cct gaa aac aaa agg tgg ate ctt cct tat 144 
Ser Phe Gly Trp Thr Glu Pro Glu Asn Lys Arg Trp lie Leu Pro Tyr 
35 40 45 

aaa ctg tgg tta gcg ttc gtg aac ata gta atg etc ate ctt ctg ccg 192 
Lys Leu Trp Leu Ala Phe Val Asn lie Val Met Leu lie Leu Leu Pro 
50 55 60 

ate teg ata age ate gag tac etc cac cga ttt aaa ace ttc teg gcg 240 
lie Ser lie Ser He Glu Tyr Leu His Arg Phe Lys Thr Phe Ser Ala 
65 70 75 80 

ggg gag ttc ctt agt tec etc gag att gga gtc aac atg tac gga age 288 
Gly Glu Phe Leu Ser Ser Leu Glu He Gly Val Asn Met Tyr Gly Ser 
85 90 95 

tct ttt aag tgc gec ttc ace ttg att gga. ttc aag aaa aga cag gaa 336 
Ser Phe Lys Cys Ala Phe Thr Leu He Gly Phe Lys Lys Arg Gin Glu 
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13. f 



100 105 110 

get aag gtt tta ctg gat cag ctg gac aag aga tgc ctt age gat aag 384 
Ala Lys Val Leu Leu Asp Gin Leu Asp Lys Arg Cys Leu Ser Asp Lys 
115 120 125 

gag agg tec act gtt cat cgc tat gtc gec atg .gga aac ttt ttc gat 432 
Glu Arg Ser Thr Val His Arg Tyr Val Ala Met Gly Asn Phe Phe Asp 
130 135 140 

att ttg tat cac att ttt tac tec acc ttc gtg gta atg aac ttc ccg 480 
lie Leu Tyr His lie Phe Tyr Ser Thr Phe Val Val Met Asn Phe Pro 
145 150 155 160 

tat ttt ctg ctt gag aga cgc cat get tgg cgc atg tac ttt cca tat 528 
Tyr Phe Leu Leu Glu Arg Arg His Ala Trp Arg Met Tyr Phe Pro Tyr 
165 170 175 

ate gat tec gac gaa cag ttt tac ate tec age ate gee gag tgt ttt 576 
lie Asp Ser Asp Glu Gin Phe Tyr lie Ser Ser lie Ala Glu Cys Phe 
180 185 190 

ctg atg acg gag gee ate tac atg gat etc tgt acg gac gtg tgt ccc 624 
Leu Met Thr Glu Ala lie Tyr Met Asp Leu Cys Thr Asp Val Cys Pro 
195 200 205 

ttg ate tec atg ctt atg get cga tgc cac att age. etc ctg aaa cag 672 
Leu lie Ser Met Leu Met Ala Arg Cys His lie Ser Leu Leu Lys Gin 
210 215 220 

cga ctg aga aat etc cga teg aag cca gga agg acc gaa gat gag tac 720 
Arg Leu Arg Asn Leu Arg Ser Lys Pro Gly Arg Thr Glu Asp Glu Tyr 
225 230 235 240 

ttg gag gag etc acc gag tgc att egg gat cat cga ttg eta ttg gac 7 68 
Leu Glu Glu Leu Thr Glu Cys lie Arg Asp His Arg Leu Leu Leu Asp 
245 250 255 

tat gtt gac gca ttg cga ccc gtc ttt teg gga acc att ttt gtg cag 816 
Tyr Val Asp Ala Leu Arg Pro Val Phe Ser Gly Thr lie Phe Val Gin 
260 265 270 

ttc etc ctg ate ggt act gta ctg ggt etc tea atg ata aat eta atg 864 
Phe Leu Leu lie Gly Thr Val Leu Gly Leu Ser Met lie Asn Leu Met 
275 280 285 

ttc ttc teg aca ttt tgg act ggt gtc gee act tgc ctt ttt atg ttc 912 
Phe Phe Ser Thr Phe Trp Thr Gly Val Ala Thr Cys Leu Phe Met Phe 
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290 295 300 

gac gtg tec atg gag acg ttc ccc ttt tgc tat ttg tgc aac atg att 960 

Asp Val Ser Met Glu Thr Phe Pro Phe Cys Tyr Leu Cys Asn Met lie 
305 310 315 320 

ate gat gac tgc cag gaa atg tec aat tgc etc ttt caa teg gac tgg 1008 

lie Asp Asp Cys Gin Glu Met Ser Asn Cys Leu Phe Gin Ser Asp Trp 
325 330 335 

acc tct gee gat cgt cgc tac aaa tec acg ttg gta tac ttt ctt cac 1056 

Thr Ser Ala Asp Arg Arg Tyr Lys Ser Thr Leu Val Tyr Phe Leu His 
340 345 350 

aat ctt cag caa ccc att act etc acg get ggt gga gtg ttt cct att 1104 

Asn Leu Gin Gin Pro lie Thr Leu Thr Ala Gly Gly Val Phe Pro lie 

355 360 365 

tec atg caa aca aat ttg get atg gtg aag ctg gca ttt tct gtg gtt 1152 

Ser Met Gin Thr Asn Leu Ala Met Val Lys Leu Ala Phe Ser Val Val 
370 375 380 

acg gta att aag caa ttt aac ttg gee gaa agg ttt caa 1191 

Thr Val lie Lys Gin Phe Asn Leu Ala Glu Arg Phe Gin 
385 390 395 



<210> 32 
<211> 397 
<212> PRT 
<213> Drosophil. 

<400> 32 
Met Leu Ser Lys 
1 

Arg Val Lys Ser 
20 

Ser Phe Gly Trp 
35 

Lys Leu Trp Leu 
50 

lie Ser lie Ser 
65 



melanogaster 



Phe Phe Pro His 
5 

Arg Asp Ala Phe 



Thr Glu Pro Glu 
40 

Ala Phe Val Asn 
55 

lie Glu Tyr Leu 
70 



lie Lys Glu Lys 
10 

lie Tyr Leu Asp 
25 

Asn Lys Arg Trp 



lie Val Met Leu 
60 

His Arg Phe Lys 
75 



Pro Leu Ser Glu 
15 

Arg Val Met Trp 
30 

lie Leu Pro Tyr 
45 

lie Leu Leu Pro 



Thr Phe Ser Ala 
80 
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9 



(33 



Gly Glu Phe Leu Ser Ser Leu Glu He Gly Val Asn Met Tyr Gly Ser 
85 90 95 



Ser Phe Lys Cys Ala Phe Thr Leu He Gly Phe Lys Lys Arg Gin Glu 
100 105 110 

Ala Lys Val Leu Leu Asp Gin Leu Asp Lys Arg Cys Leu Ser Asp Lys 
115 120 125 

Glu Arg Ser Thr Val His Arg Tyr Val Ala Met Gly Asn Phe Phe Asp 
130 135 140 

He Leu Tyr His He Phe Tyr Ser Thr Phe Val Val Met Asn Phe Pro 
145 150 155 160 

Tyr Phe Leu Leu Glu Arg Arg His Ala Trp Arg Met Tyr Phe Pro Tyr 
165 170 175 

He Asp Ser Asp Glu Gin Phe Tyr He Ser Ser lie Ala Glu Cys Phe 
180 185 190 

Leu Met Thr Glu Ala lie Tyr Met Asp Leu Cys Thr Asp Val Cys Pro 
195 200 205 

Leu He Ser Met Leu Met Ala Arg Cys His lie Ser Leu Leu "Lys Gin 
210 ' 215 220 

Arg Leu Arg Asn Leu Arg Ser Lys Pro Gly Arg Thr Glu Asp Glu Tyr 
225 230 235 240 

Leu Glu Glu Leu Thr Glu Cys lie Arg Asp His Arg Leu Leu Leu Asp 
245 250 255 

Tyr Val Asp Ala Leu Arg Pro Val Phe Ser Gly Thr He Phe Val Gin 
260 265 • 270 

Phe Leu Leu lie Gly Thr Val Leu Gly Leu Ser Met lie Asn Leu Met 
275 280 285 

Phe Phe Ser Thr Phe Trp Thr Gly Val Ala Thr Cys Leu Phe Met Phe 
290 295 300 

Asp Val Ser Met Glu Thr Phe Pro Phe Cys Tyr Leu Cys Asn Met lie 
305 310 315 320 

lie Asp Asp Cys Gin Glu Met Ser Asn Cys Leu Phe Gin Ser Asp Trp 
325 330 335 



63 



(3H 



Thr Ser Ala Asp Arg Arg Tyr Lys Ser Thr Leu Val Tyr Phe Leu His 

340 345 350 

Asn Leu Gin Gin Pro lie Thr Leu Thr Ala Gly Gly Val Phe Pro lie 

355 360 ■ 365 

Ser Met Gin Thr Asn Leu Ala Met Val Lys Leu Ala Phe Ser Val Val 

370 375 380 

Thr Val lie Lys Gin Phe Asn Leu Ala Glu Arg Phe Gin 

385 390 395 



<210> 33 
<211> 1200 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1200) 

<223> DOR 36E. 1 



<400> 33 

atg gtt cgt tac gtg ccc egg ttc get gat ggt cag aaa gta aag ttg 48 

Met Val Arg Tyr Val Pro Arg Phe Ala Asp Gly Gin Lys Val Lys Leu 

15 10 15 

get tgg ccc ttg gcg gtt ttt egg tta aat cac ata ttc tgg cca ttg 96 

Ala Trp Pro Leu Ala Val Phe Arg Leu Asn His lie Phe Trp Pro Leu 

20 25 30 

gat ccg age aca ggg aaa tgg ggc cga tat ctg gac aag gtt eta get 14 4 

Asp Pro Ser Thr Gly Lys Trp Gly Arg Tyr Leu Asp Lys Val Leu Ala 
35 40 45 

gtt gcg atg tec ttg gtt ttt atg caa cac aac gat gca gag ctg agg 192 

Val Ala Met Ser Leu Val Phe Met Gin His Asn Asp Ala Glu Leu Arg 
50 55 60 

tac ttg cgc ttc gag gca agt aat egg aat ttg gat gee ttt etc aca 240 

Tyr Leu Arg Phe Glu Ala Ser Asn Arg Asn Leu Asp Ala Phe Leu Thr 

65 70 75 80 

gga atg cca acg tat tta ate etc gtg gag get caa ttt aga agt ctt 288 

Gly Met Pro Thr Tyr Leu lie Leu Val Glu Ala Gin Phe Arg Ser Leu 

85 90 95 



64 



cac att eta ctg cac ttc gag aag ctt cag aag ttt tta gaa ata ttc 336 
His lie Leu Leu His Phe Glu Lys Leu Gin Lys Phe Leu Glu lie Phe 
100 105 110 

tac gca aat att tat att gat ccc cgt aag gaa ccc gaa atg ttt cga 384 
Tyr Ala Asn lie Tyr lie Asp Pro Arg Lys Glu Pro Glu Met Phe Arg 
115 120 125 

aaa gtg gat gga aag atg ata att aac aga tta gtt teg gec atg tac 432 
Lys Val Asp Gly Lys Met lie lie Asn Arg Leu Val Ser Ala Met Tyr 
130 135 140 

ggt gca gtt ate tct ctg tat eta ate gca ccc gtt ttt tec ate att 480 
Gly Ala Val lie Ser Leu Tyr Leu lie Ala Pro Val Phe Ser lie lie 
145 150 155 160 

aac caa age aaa gat ttt eta tac tct atg ate ttt ccg ttc gat teg 528 
Asn Gin Ser Lys Asp Phe Leu Tyr Ser Met lie Phe Pro Phe Asp Ser 
165 170 175 

gat ccc ttg tac ata ttt gtg cca ctg ctt ttg aca aac gta tgg gtt 576 
Asp Pro Leu Tyr lie, Phe Val Pro Leu Leu Leu Thr Asn Val Trp Val 
180 185 190 

ggc att gta ata gat acc atg atg ttc ggg gag acg aat ttg ttg tgt 624 
Gly lie Val lie Asp Thr Met Met Phe Gly Glu Thr Asn Leu Leu Cys 
195 200 205 

gaa eta att gtc cac eta aat ggt agt tat atg ttg etc aag agg gac 672 
Glu Leu lie Val His Leu Asn Gly Ser Tyr Met Leu Leu Lys Arg Asp 
210 215 220 

ttg cag ttg gee att gaa aag ata tta gtt gca agg gac cgt ccg cat 720 
Leu Gin Leu Ala lie Glu Lys lie Leu Val Ala Arg Asp Arg Pro His 
225 230 235 240 

atg gee aaa cag eta aag gtt tta att aca aaa act etc cga aag aat 7 68 
Met Ala Lys Gin Leu Lys Val Leu lie Thr Lys Thr Leu Arg Lys Asn 
245 250 255 

gtg get eta aat cag ttt ggc cag cag ctg gag get cag tat act gtg 816 
Val Ala Leu Asn Gin Phe Gly Gin Gin Leu Glu Ala Gin Tyr Thr Val 
260 265 270 

egg gtt ttt att atg ttt gca ttc get gcg ggc ctt tta tgt get ctt 864 
Arg Val Phe lie Met Phe Ala Phe Ala Ala Gly Leu Leu Cys Ala Leu 
275 280 285 

65 



f36 




tct ttt aag get tat acg acg gat tec etc age aca atg tac tac ctt 912 
Ser Phe Lys Ala Tyr Thr Thr Asp Ser Leu Ser Thr Met Tyr Tyr Leu 
290 295 300 

ace cat tgg gag caa ate ctg cag tac tct aca aat ccc age gaa aat 960 
Thr His Trp Glu Gin lie Leu Gin Tyr Ser Thr Asn Pro Ser Glu Asn 
305 310 315 320 

ctg cga tta eta aag etc att aac ttg gec att gag atg aac age aag 1008 
Leu Arg Leu Leu Lys Leu lie Asn Leu Ala lie Glu Met Asn Ser Lys 
325 330 335 

ccc ttc tat gtg aca ggg eta aaa tat ttt cgc gtt agt ctg cag get 1056 
Pro Phe Tyr Val Thr .Gly Leu Lys Tyr Phe Arg Val Ser Leu Gin Ala 
340 345 350 

ggc tta aaa gta agt gaa aaa cga gtg caa aac cat ttc act gtc age 1104 
Gly Leu Lys Val Ser Glu Lys Arg Val Gin Asn His Phe Thr Val Ser 
355 360 365 

tct ttc aca gat tct gca ggc ate ctt etc gta ctt cac att cct cac 1152 
Ser Phe Thr Asp Ser Ala Gly lie Leu Leu Val Leu His lie Pro His 
370 375 380 

ttc gat gca gcg acg aca aat gag caa tta aat aat tea cat ttt ttt 1200 
Phe Asp Ala Ala Thr Thr Asn Glu Gin Leu Asn Asn Ser His Phe Phe 
385 390 395 400 



<210> 34 
<211> 400 
<212> PRT 

<213> Drosophila melanogaster 
<400> 34 

Met Val Arg Tyr Val Pro Arg Phe Ala Asp Gly Gin Lys Val Lys Leu 
1 5 10 15 

Ala Trp Pro Leu Ala Val Phe Arg Leu Asn His lie Phe Trp Pro Leu 
20 25 30 

Asp Pro Ser Thr Gly Lys Trp Gly Arg Tyr Leu Asp Lys Val Leu Ala 
35 40 45 

Val Ala Met Ser Leu Val Phe Met Gin His Asn Asp Ala Glu Leu Arg 
50 55 60 



66 



nn 



n 



Tyr Leu Arg Phe Glu Ala Ser Asn Arg Asn-Leu Asp Ala Phe Leu Thr 
65 70 75 80 

Gly Met Pro Thr Tyr Leu lie Leu Val Glu Ala Gin Phe Arg Ser Leu 
85 90 95 

His lie Leu Leu His Phe Glu Lys Leu Gin Lys Phe Leu Glu lie Phe 
100 105 110 

Tyr Ala Asn lie Tyr lie Asp Pro Arg Lys Glu Pro Glu Met Phe Arg 
115 120 125 

Lys Val Asp Gly Lys Met lie lie Asn Arg Leu Val Ser Ala Met Tyr 
130 135 140 

Gly Ala Val lie Ser Leu Tyr Leu lie Ala Pro Val Phe Ser lie lie 
145 150 155 160 

Asn Gin Ser Lys Asp Phe Leu Tyr Ser Met lie Phe Pro Phe Asp Ser 
165 170 175 

Asp Pro Leu Tyr lie Phe Val Pro Leu Leu Leu Thr Asn Val Trp Val 
180 185 190 

Gly lie Val lie Asp Thr Met Met Phe Gly Glu Thr Asn Leu Leu Cys 
195 200 205 

Glu Leu lie Val His Leu Asn Gly Ser Tyr Met Leu Leu Lys Arg Asp 
210 215 220 

Leu Gin Leu Ala lie Glu Lys lie Leu Val Ala Arg Asp Arg Pro His 
225 230 235 240 

Met Ala Lys Gin Leu Lys Val Leu lie Thr Lys Thr Leu Arg Lys Asn 
245 250 255 

Val Ala Leu Asn Gin Phe Gly Gin Gin Leu Glu Ala Gin Tyr Thr Val 
260 265 270 

Arg Val Phe lie Met Phe Ala Phe Ala Ala Gly Leu Leu Cys Ala Leu 
275 280 285 

Ser Phe Lys Ala Tyr Thr Thr Asp Ser Leu Ser Thr Met Tyr Tyr Leu 
290 295 300 

Thr His Trp Glu Gin lie Leu Gin Tyr Ser Thr Asn Pro Ser Glu Asn 
305 310 315 320 



67 



nt 



Leu Arg Leu Leu Lys Leu lie Asn Leu Ala lie Glu Met Asn Ser Lys 
325 330 335 

Pro Phe Tyr Val Thr Gly Leu Lys Tyr Phe Arg Val Ser Leu Gin Ala 
340 345 350 

Gly Leu Lys Val Ser Glu Lys Arg Val Gin Asn His Phe Thr Val Ser 
355 360 365 

Ser Phe Thr Asp Ser Ala Gly lie Leu Leu Val Leu His lie Pro His 
370 375 380 

Phe Asp Ala Ala Thr Thr Asn Glu Gin Leu Asn Asn Ser His Phe Phe 
385 390 395 400 



<210> 35 
<211> 1197 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1197) 

<223> DOR 41E. 1 

<400> 35 

atg gtc ttc gag eta ata cgt ccc get ccg etc acg gag cag aag egg 48 

Met Val Phe Glu Leu lie Arg Pro Ala Pro Leu Thr Glu Gin Lys Arg 
15 10 15 

tec cga gat ggt tgc ate tac ctt tac cgc gee atg aag ttt att gga 96 
Ser Arg- Asp Gly Cys lie Tyr Leu Tyr Arg Ala Met Lys Phe lie Gly 
20 25 30 

tgg ctg ccc ccc aag cag ggt gtg etc egg tat gtg tac etc ace tgg 144 
Trp Leu Pro Pro Lys Gin Gly Val Leu Arg Tyr Val Tyr Leu Thr Trp 
35 40 45 

acg eta atg acg ttc gtg tgg tgt aca acg tac ctg ccg ctt ggc ttc 192 
Thr Leu Met Thr Phe Val Trp Cys Thr Thr Tyr- Leu Pro Leu Gly Phe 
50 55 60 

ctt ggt age tac atg acg cag ate aag tec ttc tec cct gga gag ttt 240 
Leu Gly Ser Tyr Met Thr Gin lie Lys Ser Phe Ser Pro Gly Glu Phe 
65 70 75 80 



68 



etc act tea etc cag gtg tgc att aat gee tac ggc tea teg gta aaa 288 
Leu Thr Ser Leu Gin Val Cys lie Asn Ala Tyr Gly Ser Ser Val Lys 
85 90 * 95 

gtt gca ate aca tac tec atg etc tgg cgc ctt ate aag gee aag aac 336 
Val Ala lie Thr Tyr Ser Met Leu Trp Arg Leu lie Lys Ala Lys Asn 
100 105 110 

att ttg gac cag ctg gac ctg cgc tgc ace gee atg gag gag cgc gaa 384 
lie Leu Asp Gin Leu Asp Leu Arg Cys Thr Ala Met Glu Glu Arg Glu 
115 120 125 

aag ate cac eta gtg gtg gee cgc age aac cat gee ttt etc ate ttc 432 
Lys lie His Leu Val Val Ala Arg Ser Asn His Ala Phe Leu lie Phe 
130 135 140 

ace ttt gtc tac tgc gga tat gec ggc tec ace tac ctg age teg gtt 480 
Thr Phe Val Tyr Cys Gly Tyr Ala Gly Ser Thr Tyr Leu Ser Ser Val 
145 150 155 160 

etc age ggg cgt ccg ccc tgg cag ctg tac aat ccc ttt att gat tgg 528 
Leu Ser Gly Arg Pro Pro Trp Gin Leu Tyr Asn Pro Phe lie Asp Trp 
165 170 175 

cat gac ggc aca etc aag etc tgg gtg gee tec acg ttg gag tac atg 576 
His Asp Gly Thr Leu Lys Leu Trp Val Ala Ser Thr Leu Glu Tyr Met 
180 185 190 

gtg atg tea ggc gee gtt ctg cag gat caa etc teg gac tct tac cca 624 
Val Met Ser Gly Ala Val Leu Gin Asp Gin Leu Ser Asp Ser Tyr Pro 
195 200 205 

ttg ate tat ace etc ate ctt cgt get cac ttg gac atg eta agg gag 672 
Leu lie Tyr Thr Leu lie Leu Arg Ala His Leu Asp Met Leu Arg Glu 
210 215 220 

cgc ate cga cgc etc cgt tec gat gag aac ctg age gag gee gag age 720 
Arg lie Arg Arg Leu Arg Ser Asp Glu Asn Leu Ser Glu Ala Glu Ser 
225 230 235 240 

tat gaa gag ctg gtc aaa tgt gtg atg gac cac aag etc att eta aga 768 
Tyr Glu Glu Leu Val Lys Cys Val Met Asp His Lys Leu lie Leu Arg 
245 250 255 

tac tgc gcg att att aaa cca gta ate cag ggg ace ate ttc aca cag 816 
Tyr Cys Ala lie lie Lys Pro Val lie Gin Gly Thr lie Phe Thr Gin 
260 265 270 
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ttt ctg ctg ate ggc ctg gtt ctg ggc ttc acg ctg ate aac gtg ttt 864 
Phe Leu Leu lie Gly Leu Val Leu Gly Phe Thr Leu He Asn Val Phe 

275 280 ' 285 

ttc ttc tea gac ate tgg acg ggc ate gca tea ttt atg ttt gtt ata 912 
Phe Phe Ser Asp He Trp Thr Gly He Ala Ser Phe Met Phe Val He 
290 295 300 

ace att ttg ctg cag acc ttc ccc ttc tgc tac aca tgc aac etc ate 960 

Thr He Leu Leu Gin Thr Phe P.ro Phe Cys Tyr Thr Cys Asn Leu He 
305 310 315 320 

atg gag gac tgc gag tec ttg acc cat get att ttc cag tec aac tgg 1008 

Met Glu Asp Cys Glu Ser Leu Thr His Ala He Phe Gin Ser Asn Trp 
325 330 335 

gtg- gat gee agt cgt cgc tac aaa aca aca eta ctg tat ttt etc caa 1056 

Val Asp Ala Ser Arg Arg Tyr Lys Thr Thr Leu Leu Tyr Phe Leu Gin 
340 345 350 

aac gtg cag cag cct ate gtt ttc att gca ggc ggt ate ttt cag ata 1104 

Asn Val Gin Gin Pro lie Val Phe He Ala Gly Gly He Phe Gin He 

355 360 365 

tec atg age age aac ata agt gtg gca aag ttt get ttc tec gtg ata 1152 

Ser Met Ser Ser Asn He Ser Val Ala Lys Phe Ala Phe Ser Val He 
370 375 380 

acc att acc aag caa atg aat ata get gac aaa ttt aag acg gac 1197 

Thr He Thr Lys Gin Met Asn He Ala Asp Lys Phe Lys Thr Asp 
385 390 395 



<210> 36 
<211> 399 
<212> PRT 

<213> Drosophila melanogaster 
<400> 36 

Met Val Phe Glu Leu He Arg Pro Ala Pro Leu Thr Glu Gin Lys Arg 
15 10 15 

Ser Arg Asp Gly Cys He Tyr Leu Tyr Arg Ala Met Lys Phe He Gly 
20 - • 25 30 

Trp Leu Pro Pro Lys Gin Gly Val Leu Arg Tyr Val Tyr Leu Thr Trp 
35 40 45 
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Thr Leu Met Thr Phe Val Trp Cys Thr Thr Tyr Leu Pro Leu Gly Phe 
50 55 60 

Leu Gly Ser Tyr Met Thr Gin lie Lys Ser Phe Ser Pro Gly Glu Phe 
65 70 75 80 

Leu Thr Ser Leu Gin Val Cys lie Asn Ala Tyr Gly Ser Ser Val Lys 
85 90 95 

Val Ala lie Thr Tyr Ser Met Leu Trp Arg Leu lie Lys Ala Lys Asn 
100 105 110 

lie Leu Asp Gin Leu Asp Leu Arg Cys Thr Ala Met Glu Glu Arg Glu 
115 120 125 

Lys lie His Leu Val Val Ala Arg Ser Asn His Ala Phe Leu lie Phe 
130 135 140 

Thr Phe Val Tyr Cys Gly Tyr Ala Gly Ser Thr Tyr Leu Ser Ser Val 
145 150. 155 160 

Leu Ser Gly Arg Pro Pro Trp Gin Leu Tyr Asn Pro Phe lie Asp Trp 
165 170 175 

His Asp Gly Thr Leu Lys Leu Trp Val Ala Ser Thr Leu Glu Tyr Met 
180 185 190 

Val Met Ser Gly Ala Val Leu Gin Asp Gin Leu Ser Asp Ser Tyr Pro 
195 200 205 

Leu lie Tyr Thr Leu lie Leu Arg Ala His Leu Asp Met Leu Arg Glu 
210 215 220 

Arg lie Arg Arg Leu Arg Ser Asp Glu Asn Leu Ser Glu Ala Glu Ser 
225 230 235 240 

Tyr Glu Glu Leu Val Lys Cys Val Met Asp His Lys Leu lie Leu Arg 
245 250 255 

Tyr Cys Ala He He Lys Pro Val He Gin Gly Thr He Phe Thr Gin 
260 265 . 270 

Phe Leu Leu He Gly Leu Val Leu Gly Phe Thr Leu He Asn Val Phe 
275 280 285 

Phe Phe Ser Asp lie Trp Thr Gly He Ala Ser Phe Met Phe Val He 
290 295 300 
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Thr lie Leu Leu Gin Thr Phe Pro Phe Cys Tyr Thr Cys Asn Leu lie 
305 310 315 320 

Met Glu Asp Cys Glu Ser Leu Thr His Ala lie Phe Gin Ser Asn Trp 
325 ■ 330 335 



Val Asp Ala Ser Arg Arg Tyr Lys Thr Thr Leu Leu Tyr Phe Leu Gin 



- 340 



345 



350 



Asn Val Gin Gin Pro lie Val Phe lie Ala Gly Gly lie Phe Gin lie 



355 



360 



365 



Ser Met Ser Ser Asn lie Ser Val Ala Lys Phe Ala Phe Ser Val lie 
370 375 380 



Thr. lie Thr Lys Gin Met Asn lie Ala Asp Lys Phe Lys Thr Asp 
385 390 395 



<210> 37 
<211> 1218 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . • (1218) 

<223> DOR 41E.2 

<400> 37 

atg gat ctg cga agg tgg ttt ccg acc ttg tac acc cag teg aag gat 48 
Met Asp Leu Arg Arg Trp Phe Pro Thr Leu Tyr Thr Gin Ser Lys Asp 
1.5 10 15 

teg cca gtt cgc tec cga gac gcg acc ctg tac etc eta cgc tgc gtc 96 
Ser Pro Val Arg Ser Arg Asp Ala Thr Leu Tyr Leu Leu Arg Cys Val 
20 25 30 

ttc tta atg ggc gtc cgc aag cca cct gee aag ttt ttc gtg gec tac 144 
Phe Leu Met Gly Val Arg Lys Pro Pro Ala Lys Phe Phe Val Ala Tyr 
35 40 45 

gtg etc tgg tec ttc gca ctg aat ttc tgc tea aca ttt tat cag cca 192 
Val Leu Trp Ser Phe Ala Leu Asn Phe Cys Ser Thr Phe Tyr Gin Pro 
50 55 60 

att ggc ttt etc aca ggc tat ata age cat tta tea gag ttc tec ccg 240 
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lie Gly Phe Leu Thr Gly Tyr lie Ser His Leu Ser Glu Phe Ser Pro 

65 70 75 80 

gga gag ttt eta act teg ctg cag gtg gec ttt aat get tgg tec tgc 288 

Gly Glu Phe Leu Thr Ser Leu Gin Val Ala Phe Asn Ala Trp Ser Cys 

85 90 95 

tct aca aaa gtc ctg ata gtg tgg gca eta gtt aag cgc ttt gac gag 336 

Ser Thr Lys Val Leu lie Val Trp Ala Leu Val Lys Arg Phe Asp Glu 
100 105 110 

get aat aac ctt etc gac gag atg gat agg cgt ate aca gac ccc gga 384 

Ala Asn Asn Leu Leu Asp Glu Met Asp Arg Arg lie Thr Asp Pro Gly 
115 120 125 

gag cgt ctt cag att cat cgc get gtc tec etc agt aac cgt ata ttc 432 

Glu Arg Leu Gin lie His Arg Ala Val Ser Leu Ser Asn Arg lie Phe 
130 135 140 

Q 

lO ttc ttt ttc atg gca gtc tac atg gtt tat gee act aat acg ttt ctg 480 

Phe Phe Phe Met Ala Val Tyr Met Val Tyr Ala Thr Asn Thr Phe Leu 

p 145 150 155 160 

: f: teg gcg ate ttc att gga agg cca ccg tac caa aat tac tac cct ttt 528 

,.1 Ser Ala lie Phe lie Gly Arg Pro Pro Tyr Gin Asn Tyr Tyr Pro Phe 

165 170 175 

y. ctg gac tgg cga tct age act ctg cat eta get ctg cag gec ggt ctg 576 

m Leu Asp Trp Arg Ser Ser Thr Leu His Leu Ala Leu Gin Ala Gly Leu 
IS 180 185 190 

O 9 aa tac ttc 9 CC at( 3 9 ct 99 c <3 CC tc J c ttc ca 9 9 ac gtt tgc gtt gat 624 

Glu Tyr Phe Ala Met Ala Gly Ala Cys Phe Gin Asp Val Cys Val Asp 
195 200 205 

tgc tac cca gtc aat ttc gtt ttg gtc ctg cgt gec cac atg teg ate 672 

Cys Tyr Pro Val Asn Phe Val Leu Val Leu Arg Ala His Met Ser lie 
210 215 220 

ttc gcg gag cgc ctt cga cgt ttg gga act tat cct tat gaa age cag 720 

Phe Ala Glu Arg Leu Arg Arg Leu Gly Thr Tyr Pro Tyr Glu Ser Gin 

225 230 235 240 

gag cag aaa tat gaa cga ttg gtt cag tgc ata caa gat cac aaa gta 768 

Glu Gin Lys Tyr Glu Arg Leu Val Gin Cys lie Gin Asp His Lys Val 

245 250 255 

att ttg cga ttt gtt gac tgc ctg cgt cct gtt att tct ggt acc ate 816 
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IV* 



lie Leu Arg Phe Val Asp Cys Leu Arg Pro Val lie Ser Gly Thr lie 
260 - 265 270 

ttc gtg caa ttc ttg gtt gtg ggg ttg gtg ctg ggc ttt acc eta att 864 
Phe Val Gin Phe Leu Val Val Gly Leu Val Leu Gly Phe Thr Leu lie 
275 280 285 

aac att "gtc ctg ttc gec aac ttg gga teg gec ate gca gcg etc teg 912 
Asn lie Val Leu Phe Ala Asn Leu Gly Ser Ala lie Ala Ala Leu Ser 
290 295 300 

ttt atg gee gca gtg ctt eta gag acg act ccc ttc tgc ata ttg tgc 960 
Phe Met Ala Ala Val Leu Leu Glu Thr Thr Pro Phe Cys lie Leu Cys 
305 310 315 320 

aat tat etc aca gaa gac tgc tac aag ctg gee gat gec ctg ttt cag 1008 
Asn Tyr Leu Thr Glu Asp Cys Tyr Lys Leu Ala Asp Ala Leu Phe Gin 
325 330 335 

tea aac tgg att gat gag gag aaa cga tac caa aag aca etc atg tac 1056 
Ser Asn Trp lie Asp Glu Glu Lys Arg Tyr Gin Lys Thr Leu Met Tyr 
340 345 350 

ttc eta cag aaa ctg cag cag cct ata acc ttc atg get atg aac gtg 1104 
Phe Leu Gin Lys Leu Gin Gin Pro lie Thr Phe Met Ala Met Asn Val 
355 360 365 

ttt cca ata tct gtg gga act aac ate agt gtc aca aaa ttt teg ttc 1152 
Phe Pro lie Ser Val Gly Thr Asn lie Ser Val Thr Lys Phe Ser Phe 
370 375 380 

tec gtc ttt act etc gta aaa caa atg aac ata tct gag aaa ctt gee 1200 
Ser Val Phe Thr Leu Val Lys Gin Met Asn lie Ser Glu Lys Leu Ala 
385 390 395 400 

aaa tct gaa atg gaa gag 1218 
Lys Ser Glu Met Glu Glu 
405 



<210> 38 
<211> 406 
<212> PRT 

<213> Drosophila melanogaster 
<400> 38 

Met Asp Leu Arg Arg Trp Phe Pro Thr Leu Tyr Thr Gin Ser Lys Asp 
1 5 10 15 
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Ser Pro Val Arg Ser Arg Asp Ala Thr Leu Tyr Leu Leu Arg Cys Val 
20 25 30 



Phe Leu Met Gly Val Arg Lys Pro Pro Ala Lys Phe Phe Val Ala Tyr 
35 40 45 

Val Leu Trp Ser Phe Ala Leu Asn Phe Cys Ser Thr Phe Tyr Gin Pro 
50 55 60 

lie Gly Phe Leu Thr Gly Tyr lie Ser His Leu Ser Glu Phe Ser Pro 
65 70 75 80 

Gly Glu Phe Leu Thr Ser Leu Gin Val Ala Phe Asn Ala Trp Ser Cys 
85 90 " 95 

Ser Thr Lys Val Leu lie Val Trp Ala Leu Val Lys Arg Phe Asp Glu 
100 105 110 

Ala Asn Asn Leu Leu Asp Glu Met Asp Arg Arg lie Thr Asp Pro Gly 
115 120 125 

Glu Arg Leu Gin lie His Arg Ala Val Ser Leu Ser Asn Arg lie Phe 
130 135 140 

Phe Phe Phe Met Ala Val Tyr Met Val Tyr Ala Thr Asn Thr Phe Leu 
145 150 155 160 

Ser Ala lie Phe lie Gly Arg Pro Pro Tyr Gin Asn .Tyr Tyr Pro Phe 
165 170 175 

Leu Asp Trp Arg Ser Ser Thr Leu His Leu Ala Leu Gin Ala Gly Leu 
180 185 190 

Glu Tyr Phe Ala Met Ala Gly Ala Cys Phe Gin Asp Val Cys Val Asp 
195 200 205 

Cys Tyr Pro Val Asn Phe Val Leu Val Leu Arg Ala His Met Ser lie 
210 215 220 

Phe Ala Glu Arg Leu Arg Arg Leu Gly Thr Tyr Pro Tyr Glu Ser Gin 
225 230 235 240 

Glu Gin Lys Tyr Glu Arg Leu Val Gin Cys lie Gin Asp His Lys Val 
245 250 255 

lie Leu Arg Phe Val Asp Cys Leu Arg Pro Val lie Ser Gly Thr lie 
260 265 270 
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Phe Val Gin Phe Leu Val Val Gly Leu Val Leu Gly Phe Thr Leu lie 
275 280 285 

Asn lie Val Leu Phe Ala Asn Leu Gly Ser Ala lie Ala Ala Leu Ser 
290 295 300 

Phe Met Ala Ala Val Leu Leu Glu Thr Thr Pro Phe Cys lie Leu Cys 
305 310 315 320 

Asn Tyr Leu Thr Glu Asp Cys Tyr Lys Leu Ala Asp Ala Leu Phe Gin 
325 330 335 

Ser Asn Trp lie Asp Glu Glu Lys Arg Tyr Gin Lys Thr Leu Met Tyr 
340 345 350 

Phe Leu Gin Lys Leu Gin Gin Pro lie Thr Phe Met Ala Met Asn Val 
355 360 365 

Phe Pro lie Ser Val Gly Thr Asn lie Ser Val Thr Lys Phe Ser Phe 
370 375 380 

Ser Val Phe Thr Leu Val Lys Gin Met Asn lie Ser Glu Lys Leu Ala 
385 390 395 400 

Lys Ser Glu Met Glu Glu 
405 



<210> 39 
<211> 1188 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1188) 

<223> DOR 45F.1 

<400> 39 

atg tat ccg cga ttc etc age cgt aac tat ccg ctg gec aag cat ttg 48 

Met Tyr Pro Arg Phe Leu Ser Arg Asn Tyr Pro Leu Ala Lys His Leu 

15 10 15 

ttc ttc gtc acc aga tac tec ttt ggc ctg ctg ggc ctg aga ttt ggc 96 
Phe Phe Val Thr Arg Tyr Ser Phe Gly Leu Leu Gly Leu Arg Phe Gly 
20 25 30 
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aaa gag caa teg tgg ctt cac etc ttg tgg ctg gtg ttc aat ttc gtt 144 
Lys Glu Gin Ser Trp Leu His Leu Leu Trp Leu Val Phe Asn Phe Val 
35 , 40 45 

aac ctg gcg cac tgc tgc cag gcg gag ttc gtc ttc ggc tgg agt cac 192 
Asn Leu Ala His Cys Cys Gin Ala Glu Phe Val Phe Gly Trp Ser His 
50 55 60 

ttg cgc acc agt ccc gtg gat gec atg gac gec ttt tgt cct ctg gec 240 
Leu Arg Thr Ser Pro Val Asp Ala Met Asp Ala Phe Cys Pro Leu Ala 
65 70 75 80 

tgc agt ttc acc acg etc ttc aag ctg gga tgg atg tgg tgg cgt cgc 288 
Cys Ser Phe Thr Thr Leu Phe Lys Leu Gly Trp Met Trp Trp Arg Arg 
85 90 95 

cag gaa gta get gat eta atg gac cgc ate cgc ttg etc ate ggg gag 336 
Gin Glu Val Ala Asp Leu Met Asp Arg lie Arg Leu Leu lie Gly Glu 
100 105 110 

cag gag aag agg gag gac tec egg aga aag gtg get caa agg age tac 384 
Gin Glu Lys Arg Glu Asp Ser Arg Arg Lys Val Ala Gin Arg Ser Tyr 
115 120 125 

tat etc atg gtc acc agg tgc ggt atg ctg gtc ttc acc ctg ggc age 432 
Tyr Leu Met Val Thr Arg Cys Gly Met Leu Val Phe Thr Leu Gly Ser 
130 135 140 

att acc act gga gec ttc gtt ctg cgt tec ctt tgg gaa atg tgg gtg 480 
lie Thr Thr Gly Ala Phe Val Leu Arg Ser Leu Trp Glu Met Trp Val 
145 150 155 160 

cgt cgt cat cag gag ttc aaa ttc gat atg ccc ttt cgc atg ctg ttc 528 
Arg Arg His Gin Glu Phe Lys Phe Asp Met Pro Phe Arg Met Leu Phe 
165 170 175 

cac gac ttt gcg cat cgc atg ccc tgg ttt cca gtt ttc tat etc tac 576 
His Asp Phe Ala His Arg Met Pro Trp Phe Pro Val Phe Tyr Leu Tyr 
180 185 190 

tec aca tgg agt ggc cag gtc act gtg tac gee ttt get ggt aca gat 624 
Ser Thr Trp Ser Gly Gin Val Thr Val Tyr Ala Phe Ala Gly Thr Asp 
195 200 205 

ggt ttc ttc ttt ggc ttt acc etc tac atg gec ttc ttg ctg cag gee 672 
Gly Phe Phe Phe Gly Phe Thr Leu Tyr Met Ala Phe Leu Leu Gin Ala 
210 215 220 
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tta aga tac gat ate cag gat gec etc aag cca ata aga gat ccc teg 720 

Leu Arg Tyr Asp lie Gin Asp Ala Leu Lys Pro lie Arg Asp Pro Ser 

225 230 235 240 

ctt agg gaa tec aaa ate tgc tgt cag cga ttg gcg gac ate gtg gat 768 

Leu Arg Glu Ser Lys lie Cys Cys Gin Arg Leu Ala Asp lie Val Asp 

245 250 255 

cgc cac aat gag ata gag aag ata gtc aag gaa ttt tct gga att atg 816 

Arg His Asn Glu lie Glu Lys lie Val Lys Glu Phe Ser Gly lie Met 

260 265 270 

get get cca act ttt gtt cac ttc gta tea gee age tta gtg ata gee 864 

Ala Ala Pro Thr Phe Val His Phe Val Ser Ala Ser Leu Val He Ala 

275 280 285 

acc age gtc att gat ata eta ttg tat tec ggc tat aac ate ate cgt 912 

is V Thr Ser Val He Asp He Leu Leu Tyr Ser Gly Tyr Asn He He Arg 

" 290 295 300 

$£} tac gtg gtg tac acc ttc acg gtt tec teg gee ate ttc etc tat tgc 960 

;U Tyr Val Val Tyr Thr Phe Thr Val Ser Ser Ala He Phe Leu Tyr Cys 

01 305 310 315 320 

r ~4 tac gga ggc aca gaa atg tea act gag age ctt tec ttg gga gaa gca 1008 

Tyr Gly Gly Thr Glu Met Ser Thr Glu Ser Leu Ser Leu Gly Glu Ala 

p 325 330 335 
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gee tac age agt gee tgg tat act tgg gat cga gag acc cgc agg egg 1056 
Ala Tyr Ser Ser Ala Trp Tyr Thr Trp Asp Arg Glu Thr Arg Arg Arg 
340 345 350 

gtc ttt etc att ate ctg cgt get caa cga ccc att acg gtg agg gtg 1104 
Val Phe Leu He He Leu Arg Ala Gin Arg Pro He Thr Val Arg Val 
355 360 365 

ccc ttt ttt gca cca teg tta cca gtc ttc aca teg gtc ate aag ttt 1152 
Pro Phe Phe Ala Pro Ser Leu Pro Val Phe Thr Ser Val He Lys Phe 
370 375 380 

aca ggt teg att gtg gca ctg get aag acg ata ctg 1188 
Thr Gly Ser He Val Ala Leu Ala Lys Thr He Leu 
385 390 395 



<210> 40 
<211> 396 
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J HI 



<212> PRT 

<213> Drosophlla melanogaster 



<400> 40 

Met Tyr Pro Arg Phe Leu Ser Arg Asn Tyr Pro Leu Ala Lys His Leu 
15 10 15 

Phe Phe Val Thr Arg Tyr Ser Phe Gly Leu Leu Gly Leu Arg Phe Gly 
20 25 30 

Lys Glu Gin Ser Trp Leu His Leu Leu .Trp Leu Val Phe Asn Phe Val 
35 40 45 

Asn Leu Ala His Cys Cys Gin Ala Glu Phe Val Phe Gly Trp Ser His 
50 55 60 

Leu Arg Thr Ser Pro Val Asp Ala Met Asp Ala Phe Cys Pro Leu Ala 
65 70 75 80 

Cys Ser Phe Thr Thr Leu Phe Lys Leu Gly Trp Met Trp Trp Arg Arg 
85 90 95 

Gin Glu Val Ala Asp Leu Met Asp Arg lie Arg Leu Leu He Gly Glu 
100 105 110 

Gin Glu Lys Arg Glu Asp Ser Arg Arg Lys Val Ala Gin Arg Ser Tyr 
115 120 125 

Tyr Leu Met Val Thr Arg Cys Gly Met Leu Val Phe Thr Leu Gly Ser 
130 135 140 

He Thr Thr Gly Ala Phe Val Leu Arg Ser Leu Trp Glu Met Trp Val 
145 150 155 160 

Arg Arg His Gin Glu Phe Lys Phe Asp Met Pro Phe Arg Met Leu Phe 
165 170 175 

His Asp Phe Ala His Arg Met Pro Trp Phe Pro Val Phe Tyr Leu Tyr 
180 185 190 

Ser Thr Trp Ser Gly Gin Val Thr Val Tyr Ala Phe Ala Gly Thr Asp 
195 200 205 

Gly Phe Phe Phe Gly Phe Thr Leu Tyr Met Ala Phe Leu Leu Gin Ala 
210 215 220 

Leu Arg Tyr Asp He Gin Asp Ala Leu Lys Pro He Arg Asp Pro Ser 
225 230 235 240 
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Leu Arg Glu Ser Lys lie Cys Cys Gin Arg Leu Ala Asp lie Val Asp 
245 250 255 

Arg His Asn Glu lie Glu Lys lie Val Lys Glu Phe Ser Gly lie Met 
260 265 270 

Ala Ala Pro Thr Phe Val His Phe Val Ser Ala Ser Leu Val lie Ala 
275 280 285 

Thr Ser Val lie Asp lie Leu Leu Tyr Ser Gly Tyr Asn lie lie Arg 
290 295 300 

Tyr Val Val Tyr Thr Phe Thr Val Ser Ser Ala lie Phe Leu Tyr Cys 
305 310 315 320 

Tyr Gly Gly Thr Glu Met Ser Thr Glu Ser. Leu Ser Leu Gly Glu Ala 
325 330 335 

Ala Tyr Ser Ser Ala Trp Tyr Thr Trp Asp Arg Glu Thr Arg Arg Arg 
340 345 350 

Val Phe Leu lie lie Leu Arg Ala Gin Arg Pro lie Thr Val Arg Val 
355 360 365 

Pro Phe Phe Ala Pro Ser Leu Pro Val Phe Thr Ser Val He Lys Phe 
370 375 380 



Thr Gly Ser He Val Ala Leu Ala Lys Thr He Leu 
385 390 395 



<210> 41 
<211> 1158 
<212> DNA 

<213> Drosophila melanogaster 



<220> 
<221> CDS 
<222> (1) . . (1158) 
<223> DOR 49D.1 



<400> 41 

atg ttt gaa gac att cag eta ate tac atg aat ate aag ata ttg cga 48 
Met Phe Glu Asp He Gin Leu He Tyr Met Asn He Lys He Leu Arg 
15 10 15 
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ttc tgg gcc ctg etc tat gac aaa aac ttg agg cgt tat gtg tgc att 96 
Phe Trp Ala Leu Leu Tyr Asp Lys Asn Leu Arg Arg Tyr Val Cys lie 
20 25 30 

gga ctg gcc tea ttc cac ate ttc acc caa ate gtc tac atg atg agt 144 
Gly Leu Ala Ser Phe His lie Phe Thr Gin lie Val Tyr Met Met Ser 
35 40 45 

acc aat gaa gga eta acc ggg ata att cgt aac tea tat atg etc gtc 192 
Thr Asn Glu Gly Leu Thr Gly lie lie Arg Asn Ser Tyr Met Leu Val 
50 55 60 

ctt tgg att aat acg gtg ctg cga get tat etc ttg ctg gcg gat cac 240 
Leu Trp lie Asn Thr Val Leu Arg Ala Tyr Leu Leu Leu Ala Asp His 
65 70 75 80 

gac aga tat ttg get ttg ate caa aaa eta act gag gcc tat tac gat 288 
Asp Arg Tyr Leu Ala Leu lie Gin Lys Leu Thr Glu Ala Tyr Tyr Asp 
85 90 95 

tta ctg aat ctg aac gat teg tat ata teg gaa ata ttg gac cag gtg 336 
Leu Leu Asn Leu Asn Asp Ser Tyr lie Ser Glu lie Leu Asp Gin Val 
100 105 110 

aac aag gtg gga aag ttg atg get agg ggc aat ctg ttc ttt ggc atg 384 
Asn Lys Val Gly Lys Leu Met Ala Arg Gly Asn Leu Phe Phe Gly Met 
115 120 125 

etc aca tec atg. gga ttc ggt ctg tac cca ttg tec tec age gaa aga 4 32 
Leu Thr Ser Met Gly Phe Gly Leu Tyr Pro Leu Ser Ser Ser Glu Arg 
130 135 140 

get ctt aat ttt aaa acc cac ttt cct ttt gca gtc ctg cca ttt ggc 480 
Ala Leu Asn Phe Lys Thr His Phe Pro Phe Ala Val Leu Pro Phe Gly 
145 150 155 160 

age aaa att cct ggt eta aat gag tac gag agt ccg tac tat gag atg 528 
Ser Lys lie Pro Gly Leu Asn Glu Tyr Glu Ser Pro Tyr Tyr Glu Met 
165 170 175 

tgg tac ate ttt cag atg etc ate acc ccg atg ggc tgt tgc atg tac 576 
Trp Tyr lie Phe Gin Met Leu lie Thr Pro Met Gly Cys Cys Met Tyr 
180 185 190 

att ccg tac acc agt ctg att gtg ggc ttg ata atg ttc ggc att gtg 624 
He Pro Tyr Thr Ser Leu He Val Gly Leu He Met Phe Gly He Val 
195 200 205 
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agg tgc aag get ttg cag cat cgc etc cgc cag gtg gcg ctt aag cat 672 
Arg Cys Lys Ala Leu Gin His Arg Leu Arg Gin Val Ala Leu Lys His 
210 215 220 

ccg tac gga gat cgc gat ccc cgt gaa ctg agg gag gag ate ata gee 720 
Pro Tyr Gly Asp Arg Asp Pro Arg Glu Leu Arg Glu Glu lie lie Ala 
225 230 235 240 

tgc ata cgt tac cag cag age att ate gag tac atg gat cac ata aac 768 
Cys lie Arg Tyr Gin Gin Ser lie lie Glu Tyr Met Asp His lie Asn 
245 250 255 

gag ctg acc acc atg atg ttc eta ttc gaa ctg atg gec ttt teg gcg 816 
Glu Leu Thr Thr Met Met Phe Leu Phe Glu Leu Met Ala Phe Ser Ala 
260 265 270 

ctg etc tgt gcg ctg etc ttt atg ctg att ate gtc age ggc acc agt 864 
Leu Leu Cys Ala Leu Leu Phe Met Leu lie He Val Ser Gly Thr Ser 
275 280 285 

cag ctg ata att gtt tgc atg tac att aac atg att ctg gee caa ata 912 
Gin Leu He He Val Cys Met Tyr He Asn Met He Leu Ala Gin He 
290 295 300 

ctg gee etc tat tgg tat gca aat gag tta agg gaa cag aat ctg gcg 960 
Leu Ala Leu Tyr Trp Tyr Ala Asn Glu Leu Arg Glu Gin Asn Leu Ala 
305 310 315 320 

gtg gec acc gca gee tac gaa acg gag tgg ttc acc ttc gac gtt cca 1008 
Val Ala Thr Ala Ala Tyr Glu Thr Glu Trp Phe Thr Phe Asp Val Pro 
325 330 335 

ctg cgc aaa aac ate ctg ttc atg atg atg agg gca cag egg cca get 1056 
Leu Arg Lys Asn He Leu Phe Met Met Met Arg Ala Gin Arg Pro Ala 
340 345 350 

gca ata eta ctg ggc aat ata cgc ccc ate act ttg gaa ctg ttc caa 1104 
Ala He Leu Leu Gly Asn He Arg Pro lie Thr Leu Glu Leu Phe Gin 
355 360 365 

aac eta ctg aac aca acc tat aca ttt ttt acg gtt etc aag cga gtc 1152. 
Asn Leu Leu Asn Thr Thr Tyr Thr Phe Phe Thr Val Leu Lys Arg Val 
370 375 380 

tac gga 1158 

Tyr Gly 

385 
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<210> 42 

<211> 386 

<212> PRT 

<213> Drosophila melanogaster 

<400> 42 

Met Phe Glu Asp lie Gin Leu lie Tyr Met Asn'Ile Lys lie Leu Arg 
1 5 10 15 

Phe Trp Ala Leu Leu Tyr Asp Lys Asn Leu Arg Arg Tyr Val Cys lie 
20 25 30 

Gly Leu Ala Ser Phe His lie Phe Thr Gin lie Val Tyr Met Met Ser 
35 40 45 

Thr Asn Glu Gly Leu Thr Gly lie lie Arg Asn Ser Tyr Met Leu Val 
50 55 60 

Leu Trp lie Asn Thr Val Leu Arg Ala Tyr Leu Leu Leu Ala Asp His 
65 70 7.5 80 

Asp Arg Tyr Leu Ala Leu lie Gin Lys Leu Thr Glu Ala Tyr Tyr Asp 
85 90 95 

Leu Leu Asn Leu Asn Asp Ser Tyr lie Ser Glu lie Leu Asp Gin Val 
100 105 110 

Asn Lys Val Gly Lys Leu Met Ala Arg Gly Asn Leu Phe Phe Gly Met 
115 120. 125 

Leu Thr Ser Met Gly Phe Gly Leu Tyr Pro Leu Ser Ser Ser Glu Arg 
130 135 140 

Ala Leu Asn Phe Lys Thr His Phe Pro Phe Ala Val Leu Pro Phe Gly 
145 150 155 160 

Ser Lys lie Pro Gly Leu Asn Glu Tyr Glu Ser Pro Tyr Tyr Glu Met 
165 170 175 

Trp Tyr lie Phe Gin Met Leu lie Thr Pro Met Gly Cys Cys Met Tyr 
180 185 190 

lie Pro Tyr Thr Ser Leu lie Val Gly Leu lie Met Phe Gly lie Val 
195 200 205 

Arg Cys Lys Ala Leu Gin His Arg Leu Arg Gin Val Ala Leu Lys His 
210 215 220 



83 



Pro Tyr Gly Asp 
225 

Cys lie Arg Tyr 



Glu Leu Thr Thr 
260 

Leu Leu Cys Ala 
275 

Gin Leu lie lie 
290 

Leu Ala Leu Tyr 
305 

Val Ala Thr Ala 



Leu Arg Lys Asn 
340 

Ala lie Leu Leu 
355 

Asn Leu Leu Asn 
370 

Tyr Gly 



Arg Asp Pro Arg 
230 

Gin Gin Ser lie 
245 

Met Met Phe Leu 



Leu Leu Phe Met 
280 

Val Cys Met Tyr 
295 

Trp Tyr Ala Asn 
310 

Ala Tyr Glu Thr 
325 

lie Leu Phe Met 



Gly Asn lie Arg 
360 

Thr Thr Tyr Thr 
375 



Glu Leu Arg Glu 
235 

lie Glu Tyr Met 
250 

Phe Glu Leu Met 
265 

Leu lie lie Val 



lie Asn Met lie 
300 

Glu Leu Arg Glu 
315 

Glu Trp Phe Thr 
330 

Met Met Arg Ala 
345 

Pro lie Thr Leu 



Phe Phe Thr Val 
380 



Glu lie lie Ala 
240 

Asp His lie Asn 
255 

Ala Phe Ser Ala 
270 

Ser Gly Thr Ser 
285 

Leu Ala Gin lie 



Gin Asn Leu Ala 
320 

Phe Asp Val Pro 
335 

Gin Arg Pro Ala 
350 

Glu Leu Phe Gin 
365 

Leu Lys Arg Val 



<210> 43 
<211> 1359 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1359) 

<223> DOR 56E. 1 

<400> 43 

atg gtt aac get aaa cag ttt aac atg ttt aaa gtt aag gat ctg ttg 48 

84 



tss- 



Met Val Asn Ala Lys Gin Phe Asn Met Phe Lys Val Lys Asp Leu Leu 

15 10 15 

ctt teg ccg aca act ttc gag gat cca att ttt gga acc cac ctg cga 96 

Leu Ser Pro Thr Thr Phe Glu Asp Pro lie Phe .Gly Thr His Leu Arg 

20 25 30 

tac ttc caa tgg tac gga tat gtg gec tec aag gat cag aat agg cct 144 

Tyr Phe Gin Trp Tyr Gly Tyr Val Ala Ser Lys Asp Gin Asn Arg Pro 

35 40 45 

ttg tta agt ctt ata egg tgc acc att ttg acg gca teg att tgg ctt 192 

Leu Leu Ser Leu lie Arg Cys Thr lie Leu Thr Ala Ser lie Trp Leu 
50 55 60 

age tgt get tta atg ctg gcg aga gtg ttt cgt ggt tac gaa aac etc 240 

Ser Cys Ala Leu Met Leu Ala Arg Val Phe Arg Gly Tyr Glu Asn Leu 
65 70 75 80 

aat gat ggg gec aca agt tac gee acc gca gtc cag tat ttc gcg gta 288 

Asn Asp Gly Ala Thr Ser Tyr Ala Thr Ala Val Gin Tyr Phe Ala Val 

85 90 95 

teg att gee atg ttt aat get tac gta caa aga gat aga tat gtt ctt 336 

Ser lie Ala Met Phe Asn Ala Tyr Val Gin Arg Asp Arg Tyr Val Leu 

100 105 110 

tta tac tta cac att gtt tta gaa gta ata tec ctt ttg cga gtt gee 384 

Leu Tyr Leu His lie Val Leu Glu Val lie Ser Leu Leu Arg Val Ala 

115 120 125 

cac teg gat ate cag aac ttg atg cac gaa gca gat aat egg gag atg 432 

His Ser Asp lie Gin Asn Leu Met His Glu Ala Asp Asn Arg Glu Met 
130 135 140 

gaa ctt ttg gtc gec act cag get tat aca cga acc att acc ctg ttg 480 

Glu Leu Leu Val Ala Thr Gin Ala Tyr Thr Arg Thr lie Thr Leu Leu 

145 150 155 160 

ate tgg ata cca teg gtt att get ggc eta atg gec tat tea gac tgc 528 

lie Trp lie Pro Ser Val lie Ala Gly Leu Met Ala Tyr Ser Asp Cys 

165 170 175 

ate tac agg agt ctg ttt ctg ccg aaa teg gtt ttc aat gtg cca get 576 

lie Tyr Arg Ser Leu Phe Leu Pro Lys Ser Val Phe Asn Val Pro Ala 

180 185 190 

gtg cga cgt ggt gag gag cat ccc att ctg eta ttt cag ctg ttt ccc 624 

85 



Val Arg Arg Gly Glu Glu His Pro lie Leu Leu Phe Gin Leu Phe Pro 
195 200 205 

ttc gga gaa ctt tgc gat aac ttc gtt gtt gga tac ttg gga cct tgg 672 
Phe Gly Glu Leu Cys Asp Asn Phe Val Val Gly Tyr Leu Gly Pro Trp 
210 215 220 

tat get ctg ggc ctg gga ate acg get ate cca ttg tgg cac ace ttt 7-20 
Tyr Ala Leu Gly Leu Gly lie Thr Ala lie Pro Leu Trp His Thr Phe 
225 230 235 240 

ate act tgc etc atg aag tac gta aat etc aag ctg caa ata etc aac 768 
lie Thr Cys Leu Met Lys Tyr Val Asn Leu Lys Leu Gin lie Leu Asn 
245 250 255 

aag cga gtg gag gag atg gat att acc cga ctt aat tec aaa ttg gta 816 
Lys Arg Val Glu Glu Met Asp lie Thr Arg Leu Asn Ser Lys Leu Val 
260 265 270 

att ggt cgc eta act gee agt gag tta acc ttc tgg caa atg caa etc 864 
lie Gly Arg Leu Thr Ala Ser Glu Leu Thr Phe Trp Gin Met Gin Leu 
275 280 285 

ttc aag gaa ttt gta aag gaa cag ctg agg att cga aaa ttt gtc cag 912 
Phe Lys Glu Phe Val Lys Glu Gin Leu Arg lie Arg Lys Phe Val Gin 
290 295 300 

gaa eta cag tat ctg att tgc gtg cct gtg atg gca gat ttc att ate 960 
Glu Leu Gin Tyr Leu lie Cys Val Pro Val Met Ala Asp Phe lie lie 
305 310 315 320 

ttc teg gtt etc att tgc ttt etc ttt ttt gee ttg aca gtt ggc gtt 1008 
Phe Ser Val Leu lie Cys Phe Leu Phe " Phe Ala Leu Thr Val Gly Val 
325 ' 330 335 

cca age aaa atg gat tac ttc ttc atg ttc att tac ctt ttt gtg atg 1056 
Pro Ser Lys Met Asp Tyr Phe Phe Met Phe lie Tyr Leu Phe Val Met 
340 345 350 

get ggt ata ttg tgg att tat cat tgg cat gee acg ttg att gtt gaa 1104 
Ala Gly lie Leu Trp lie Tyr His Trp His Ala Thr Leu lie Val Glu 
355 360 365 

tgt cac gat gaa ctg age ctt get tac ttt tct tgc gga tgg tac aac 1152 
Cys His Asp Glu Leu Ser Leu Ala Tyr Phe Ser Cys Gly Trp Tyr Asn 
370 375 380 

ttc gaa atg cct ttg cag aaa atg ctg gtt ttt atg atg atg cat gec 1200 

86 " 



151 



Phe Glu Met Pro Leu Gin Lys Met Leu Val Phe Met Met Met His Ala 
385 390 395 400 



caa agg ccg atg aag atg cgc gcc ctg ctg gtc gat ttg aat ctg agg 
Gin Arg Pro Met Lys Met Arg Ala Leu Leu Val Asp Leu Asn Leu Arg 
405 410 415 



1248 



acc ttc ata gac gta agg ctg eta act get aac teg ata ttg gat tta 
Thr Phe lie Asp Val Arg Leu Leu Thr Ala Asn Ser lie Leu Asp Leu 
420 425 430 



1296 



teg aat tea age ctt tec ttt cca gat tgg ccg tgg age eta cag eta 
Ser Asn Ser Ser Leu Ser Phe Pro Asp Trp Pro Trp Ser -Leu Gin Leu 
435 440 445 



1344 



ctt caa ttt get gcg 
Leu Gin Phe Ala Ala 
450 



1359 



<210> 44 
<211> 4.53 
<212> PRT 

<213> Drosophila melanogaster 
<400> 44 

Met Val Asn Ala Lys Gin Phe Asn Met Phe Lys Val Lys Asp Leu Leu 
15 10 15 

Leu Ser Pro Thr. Thr Phe Glu Asp Pro lie Phe Gly Thr His Leu Arg 
20 25 30 



Tyr Phe Gin Trp Tyr 
35 

Leu Leu Ser Leu lie 
50 

Ser Cys Ala Leu Met 

.65 

Asn Asp Gly Ala Thr 
85 

Ser lie Ala Met Phe 
100 

Leu Tyr Leu His lie 



Gly Tyr Val Ala Ser Lys 
40 

Arg Cys Thr lie Leu Thr 
55 

Leu Ala Arg Val Phe Arg 
70 75 

Ser Tyr Ala Thr Ala Val 
90 

Asn Ala Tyr Val Gin Arg 
105 

Val Leu Glu Val lie Ser 



Asp Gin Asn Arg Pro 
45 

Ala Ser lie Trp Leu 
60 

Gly Tyr Glu Asn Leu 
80 

Gin Tyr Phe Ala Val 
95 

Asp Arg Tyr Val Leu 
110 

Leu Leu Arg Val Ala 
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115 120 125 

His Ser Asp lie Gin Asn Leu Met His Glu Ala Asp Asn Arg Glu Met 
130 135 140 

Glu Leu Leu Val Ala Thr Gin Ala Tyr Thr Arg Thr lie Thr Leu Leu 
145 150 155 160 

lie Trp lie Pro Ser Val lie Ala Gly Leu Met Ala Tyr Ser Asp Cys 
165 170 175 

lie Tyr Arg Ser Leu Phe Leu Pro Lys Ser Val Phe Asn Val Pro Ala 
180 185 190 

Val Arg Arg Gly Glu Glu His Pro lie Leu Leu Phe Gin Leu Phe Pro 
195 200 205 

Phe Gly Glu Leu Cys Asp Asn Phe Val Val Gly Tyr Leu Gly Pro Trp 
210 215 220 

Tyr Ala Leu Gly Leu Gly lie Thr Ala lie Pro Leu Trp His Thr Phe 
225 230 235 240 

lie Thr Cys Leu Met Lys Tyr Val Asn Leu Lys Leu Gin lie Leu Asn 
245 250 255 

Lys Arg Val Glu Glu Met Asp lie Thr Arg Leu Asn Ser Lys Leu Val 
260 265 270 

lie Gly Arg Leu Thr Ala Ser Glu Leu Thr Phe Trp Gin Met Gin Leu 
275 280 285 

Phe Lys Glu Phe Val Lys Glu Gin Leu Arg lie Arg Lys Phe Val Gin 
290 295 300 

Glu Leu Gin Tyr Leu lie Cys Val Pro Val Met Ala Asp Phe lie lie 
305 310 315 . 320 

Phe Ser Val Leu lie Cys Phe Leu Phe Phe Ala Leu Thr Val Gly Val 
325 330 335 

Pro Ser Lys Met Asp Tyr Phe Phe Met Phe lie Tyr Leu Phe Val Met 
340 345 350 

Ala Gly lie Leu Trp lie Tyr His Trp His Ala Thr Leu lie Val Glu 
355 360 365 

Cys His Asp Glu Leu Ser Leu Ala Tyr Phe Ser Cys Gly Trp Tyr Asn 

88 



370 

Phe Glu Met Pro 
385 

Gin Arg Pro Met 



Thr Phe lie Asp 
420 

Ser Asn Ser Ser 
435 

Leu Gin Phe Ala 
. 450 




• 375 

Leu Gin Lys Met 
390 

Lys Met Arg Ala 
405 

Val Arg Leu Leu 

Leu Ser Phe Pro 
440 

Ala 



380 

Leu Val Phe Met 
395 

Leu Leu Val Asp 
410 

Thr Ala Asn Ser 
425 

Asp Trp Pro Trp 



Met Met His Ala 
400 

Leu Asn Leu Arg 
415 

lie Leu Asp Leu 
430 

Ser Leu Gin Leu 
445 



<210> 45 
<211> 1278 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1278) 

<223> DOR 69F.1 



<400> 45 

atg cag ttg cac gac cat atg aag tac ata gac ttg ggt tgc aag atg 48 
Met Gin Leu His Asp His Met Lys Tyr lie Asp Leu Gly Cys Lys Met 
1.5 10 15 

gca tgc ata cca aga tat caa tgg aaa gga cgc cct act gaa aga cag 96 
Ala Cys lie Pro Arg Tyr Gin Trp Lys Gly Arg Pro Thr Glu Arg Gin 
20 25 30 



ttc tac get teg gag caa agg ata gtg ttc ctt ctt gga acc att tgc 144 
Phe Tyr Ala Ser Glu Gin Arg lie Val Phe Leu Leu Gly Thr lie Cys 
35 40 45 

cag ata ttc cag att act gga gtg ctt ate tat tgg tat tgc aat ggc 192 
Gin lie Phe Gin lie Thr Gly Val Leu lie Tyr Trp Tyr Cys Asn Gly 
50 55 60 

cgt ctt gec acg gaa acg ggc acc ttt gtg gca caa tta tct gaa atg 240 
Arg Leu Ala Thr Glu Thr Gly Thr Phe Val Ala Gin Leu Ser Glu Met 

89 



65 70 75 80 

tgc agt tct ttt tgt eta aca ttt gtg gga ttc tgt aac gtt tat gcg 288 
Cys Ser Ser Phe Cys Leu Thr Phe Val Gly Phe Cys Asn Val Tyr Ala 
85 90 95 

ate tct aca aac cgc aat caa att gaa aca tta etc gag gag ctt cat 336 
lie Ser Thr Asn Arg Asn Gin lie Glu Thr Leu Leu Glu Glu Leu His 
100 105 110 

cag ata tat ccg aga tac agg aaa aat cac tat cgc tgc cag cat tat 384 
Gin lie Tyr Pro Arg Tyr Arg Lys Asn His Tyr Arg Cys Gin His Tyr 
115 120 125 

ttt gac atg gee atg aca ata atg aga att gag ttt ctt ttc tat atg 432 
Phe Asp Met Ala Met Thr lie Met Arg lie Glu Phe Leu Phe Tyr Met 
130 135 140 

ate ttg tac gtg tac tac aat agt gca cca tta tgg gtg ctt ctt tgg 480 
lie Leu Tyr Val Tyr Tyr Asn Ser Ala Pro Leu Trp Val Leu Leu Trp 
145 150 155 160 

gaa cac ttg cac gag gaa tat gat ctt age ttc aag acg cag ace aac 528 
Glu His Leu His Glu Glu Tyr Asp Leu Ser Phe Lys Thr Gin Thr Asn 
165 170 175 

act tgg ttt cca tgg aaa gtc cat ggg teg gca ctt gga ttt ggt atg 576 
Thr Trp Phe Pro Trp Lys Val His Gly Ser Ala Leu Gly Phe Gly Met 
180 185 190 

get gta eta age ata acc gtg gga tec ttt gtg ggc gta ggt ttc agt 624 
Ala Val Leu Ser lie Thr Val Gly Ser Phe Val Gly Val Gly Phe Ser 
195 200 205 

att gtc acc cag aat ctt ate tgt ttg tta acc ttc caa eta aag ttg 672 
lie Val Thr Gin Asn Leu lie Cys Leu Leu Thr Phe Gin Leu Lys Leu 
210 215 220 

cac tac gat gga ata tec agt cag tta gta tct etc gat tgc cgt cgt 720 
His Tyr Asp Gly lie Ser Ser Gin Leu Val Ser Leu Asp Cys Arg Arg 
225 230 235 240 

cct gga get cat aag gag ttg age ate etc ate gee cac cac age cga 7 68 
Pro Gly Ala His Lys Glu Leu Ser lie Leu lie Ala His His Ser Arg 
245 250 255 

ate ctt cag ctg ggc gac caa gtc aat gac ata atg aac ttt gta ttc 816 
lie Leu Gin Leu Gly Asp Gin Val Asn Asp lie Met Asn Phe Val Phe 

90 



260 265 270 

ggc tct age eta gta ggt gec act att gec att tgt atg tea agt gtt 864 
Gly Ser Ser Leu Val Gly Ala Thr lie Ala lie Cys Met Ser Ser Val 
275 280 285 

tct ata atg eta ctg gac tta gca tct gec ttc aaa tat gec agt ggt 912 
Ser lie Met Leu Leu Asp Leu Ala Ser Ala Phe Lys Tyr Ala Ser Gly 
290 295 300 

eta gtg gca ttc gtc etc tac aac ttt gtc ate tgc tac atg gga ace 960 
Leu Val Ala Phe Val Leu Tyr Asn Phe Val lie Cys Tyr Met Gly Thr 
305 310 315 320 

gag gtc act tta get cgt ata aag gtc ggt aat atg ggg caa ata cga 1008 
Glu Val Thr Leu Ala Arg lie Lys Val Gly Asn Met Gly Gin lie Arg 
325 330 335 

cag cca cgt ttt aga gca gga tgg aat ttg aga act act tta agt att 1056 
Gin Pro Arg Phe Arg Ala Gly Trp Asn Leu Arg Thr Thr Leu Ser lie 
340 345 350 

ttg aca-gca ttt tgc gtc tgg cga tgt ttc cac gag gaa gat ttg tat 1104 
Leu Thr Ala Phe Cys Val Trp Arg Cys Phe His Glu Glu Asp Leu Tyr 
355 360 365 

cca acg ttt cga agg gca ttc ttt ttg eta ggt aac ttt tgc ctg get 1152 
Pro Thr Phe Arg Arg Ala Phe Phe Leu Leu Gly Asn Phe Cys Leu Ala 
370 375 380 

tac caa tgt att gga gta att ata gat tgt ata gat tgg ttc ata tat 1200 
Tyr Gin Cys lie Gly Val lie lie Asp Cys lie Asp Trp Phe lie Tyr 
385 390 395 400 

gga egg aag gcg gtg gat ace caa aga ttc gtt get gag ate tea gag 1248 
Gly Arg Lys Ala Val Asp Thr Gin Arg Phe Val Ala Glu lie Ser Glu 
405 410 415 

get aca ggt get cgt cgc agt tgg att ttt 1278 
Ala Thr Gly Ala Arg Arg Ser Trp lie Phe 
420 425 



<210> 46 
<211> 426 
<212> PRT 

<213> Drosophila melanogaster 



<400> 46 

Met Gin Leu His Asp His Met Lys Tyr lie Asp Leu Gly Cys Lys Met 
1 5 10 15 

Ala Cys lie Pro Arg Tyr Gin Trp Lys Gly Arg Pro Thr Glu Arg Gin 
20 25 30 

Phe Tyr Ala Ser Glu Gin Arg lie Val Phe Leu Leu Gly Thr lie Cys 
35 40 45 

Gin lie Phe Gin lie Thr Gly Val Leu lie Tyr Trp Tyr Cys Asn Gly 
50 55 60 

Arg Leu Ala Thr Glu Thr Gly Thr Phe Val Ala Gin Leu Ser Glu Met 
65 70 75 80 

Cys Ser Ser Phe Cys Leu Thr Phe Val Gly Phe Cys Asn Val Tyr Ala 
85 90 95 

lie Ser Thr Asn Arg Asn Gin lie Glu Thr Leu Leu Glu Glu Leu His 
100 105 110 

Gin lie Tyr Pro Arg Tyr Arg Lys Asn His Tyr Arg Cys Gin His Tyr 
115 120 * 125 

Phe Asp Met Ala Met Thr lie Met Arg lie Glu Phe Leu Phe Tyr Met 
130 135 140 

lie Leu Tyr Val Tyr Tyr Asn Ser Ala Pro Leu Trp Val Leu Leu Trp 
145 150 155 160 

Glu His Leu His Glu Glu Tyr Asp Leu Ser Phe Lys Thr Gin Thr Asn 
165 170 175 

Thr Trp Phe Pro Trp Lys Val His Gly Ser Ala Leu Gly Phe Gly Met 
180 185 190 

Ala Val Leu Ser lie Thr Val Gly Ser Phe Val Gly Val Gly Phe Ser 
195 200 205 

lie Val Thr Gin Asn Leu lie Cys Leu Leu Thr Phe Gin Leu Lys Leu 
210 215 220 

His Tyr Asp Gly lie Ser Ser Gin Leu Val Ser Leu Asp Cys Arg Arg 
225 230 235 240 

Pro Gly Ala His Lys Glu Leu Ser lie Leu lie Ala His His Ser Arg 
245 250 255 

92 



A3 



lie Leu Gin Leu Gly Asp Gin Val Asn Asp lie Met Asn Phe Val Phe 
260 265 270 



Gly Ser Ser Leu 
275 

Ser lie Met Leu 
290 

Leu Val Ala Phe 
305 

Glu Val Thr Leu 



Gin Pro Arg Phe 
340 

Leu Thr Ala Phe 
355 

Pro Thr Phe Arg 
370 

Tyr Gin Cys lie 
385 

Gly Arg Lys Ala 



Ala Thr Gly Ala 
420 



Val Gly Ala Thr 
280 

Leu Asp Leu Ala 
295 

Val Leu Tyr Asn 
310 

Ala Arg lie Lys 
325 

Arg Ala Gly Trp 



Cys Val Trp Arg 
360 

Arg Ala Phe Phe 
375 

Gly Val lie lie 
390 

Val Asp Thr Gin 
405 

Arg Arg Ser Trp 



lie Ala lie Cys 



Ser Ala Phe Lys 
300 

Phe Val He Cys 
315 

Val Gly Asn Met 
330 

Asn Leu Arg Thr 
345 

Cys Phe His Glu 



Leu Leu Gly Asn 
380 

Asp Cys He Asp 
395 

Arg Phe Val Ala 
410 

He Phe 
425 



Met Ser Ser Val 
285 

Tyr Ala Ser Gly 



Tyr Met Gly Thr 
320 

Gly Gin He Arg 
335 

Thr Leu Ser He 
350 

Glu Asp Leu Tyr 
365 

Phe Cys Leu Ala 



Trp Phe He Tyr 
400 

Glu He Ser Glu 
415 



<210> 47 
<211> 1242 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1242) 

<223> DOR 69F.2 

<400> 47 

atg cag ttg gag gac ttt atg egg tac ccg gac etc gtg tgt caa gcg 



Met Gin Leu Glu Asp Phe Met Arg Tyr Pro Asp Leu Val Cys Gin Ala 
1 5 10 15 

gcc caa ctt ccc aga tac acg tgg aat ggc aga cga tec ttg gaa gtt 96 
Ala Gin Leu Pro Arg Tyr Thr Trp Asn Gly Arg Arg Ser Leu Glu Val 
20 25 30 

aaa cgc aac ttg gca aaa cgc att ate ttc tgg ctt gga gca gta aat 144 
Lys Arg Asn Leu Ala Lys Arg lie lie Phe Trp Leu Gly Ala Val Asn 
35 40 45 

ttg gtt tat cac aat att -ggc tgc gtc atg tat ggc tat ttc ggt gat 192 
Leu Val Tyr His Asn lie Gly Cys Val Met Tyr Gly Tyr Phe Gly Asp 
50 55 60 

gga aga aca aag gat cca att gcg tat tta get gaa' ttg gca tct gtg 240 
Gly Arg Thr Lys Asp Pro lie Ala Tyr Leu Ala Glu Leu Ala Ser Val 
65 70 75 80 

gcc age atg ctt ggt ttc ace att gtg ggc ace etc aac ttg tgg aag 288 
Ala Ser Met Leu Gly Phe Thr lie Val Gly Thr Leu Asn Leu Trp Lys 
85 90 95 

atg ctg age ctt aag ace cat ttt gag aac eta eta aat gaa ttc gag 336 
Met Leu Ser Leu Lys Thr His Phe Glu Asn Leu Leu Asn Glu Phe Glu' 
100 105 110 

gaa tta ttt caa eta ate aag cac agg gcg tat cgc ata cac cac tat 384 
Glu Leu Phe Gin Leu lie Lys His Arg' Ala Tyr Arg lie His His Tyr 
115 120 125 

caa gaa aag tat acg cgt cat ata cga aat aca ttt att ttc cat ace 432 
Gin Glu Lys Tyr Thr Arg His lie Arg Asn Thr Phe lie Phe His Thr 
130 135 140 

tct gcc gtt gtc tac tac aac tea eta cca att ctt eta atg att egg 480 
Ser Ala Val Val Tyr Tyr Asn Ser Leu Pro lie Leu Leu Met lie Arg 
145 150 155 160 

gaa cat ttc teg aac tea. cag cag ttg ggc tat aga att cag agt aat 528 
Glu His Phe Ser Asn Ser Gin Gin Leu Gly Tyr Arg lie Gin Ser Asn 
165 170 175 

acc tgg tat ccc tgg cag gtt cag gga tea att cct gga ttt ttt get 576 
Thr Trp Tyr Pro Trp Gin Val Gin Gly Ser lie Pro Gly Phe Phe Ala 
180 185 190 

gca gtc gcc tgt caa ate ttt teg tgc caa acc aat atg tgc gtc aat 624 

94 



ih 



3 



Ala Val Ala Cys Gin lie Phe Ser Cys Gin Thr Asn Met Cys Val Asn 
195 200 205 



atg ttt ate 
Met Phe lie 
210 

cac ttc gat 
His Phe Asp 
225 

ccc cat gec 
Pro His Ala 



ttg ctt aat 
Leu Leu Asn 



etc ata agt 
Leu lie Ser 
27 5 

tec atg ace 
Ser Met Thr 
290 

ctt ttg eta 
Leu Leu Leu 
305 

cac ttg att 
His Leu lie 



aat tgg tat 
Asn Trp Tyr 



atg atig cgt 
Met Met Arg 
355 

cct gta tec 
Pro Val Ser 
370 

tgg cat tta 



cag ttt ctg 
Gin Phe Leu 



ggt ttg gec 
Gly Leu Ala 
230 

aag gat caa 
Lys Asp Gin 
245 

eta gec gac 
Leu Ala Asp 
260 

ctg teg gta 
Leu Ser Val 



atg ttc gac 
Met Phe Asp 



ttc ate aca 
Phe He Thr 
310 

tta acg agt 
Leu Thr Ser 
325 

gaa ggc gat 
Glu Gly Asp 
340 

get acg aaa 
Ala Thr Lys 



ata act aca 
He Thr Thr 



tta ttc aat 



ate aac ttt 
He Asn Phe 
215 

agg cag ctg 
Arg Gin Leu 



ttg aag tat 
Leu Lys Tyr 



aga gtt aat 
Arg Val Asn 
265 

tec atg ata 
Ser Met He 
280 

ttt ggc ace 
Phe Gly Thr 
295 

tat aat ttt 
Tyr Asn Phe 



ggc aaa gta 
Gly Lys Val 



ctt gtt tat 
Leu Val Tyr 
345 

cct tat atg 
Pro Tyr Met 
360 

tat atg gca 
Tyr Met Ala 
375 

ttt aat tea 
' 95 



ttt ggt ate 
Phe Gly He 
220 

gag acc ate 
Glu Thr He 
235 

ctg att gta 
Leu He Val 
250 

cga teg ttt 
Arg Ser Phe 



tec aac tgt 
Ser Asn Cys 

tct eta aaa 
Ser Leu Lys 
300 

tea atg tgc 
Ser Met Cys 
315 

ttg cca gcg 
Leu Pro Ala 
330 

cga agg atg 
Arg Arg Met 



tgg aaa acc 
Trp Lys Thr 



gtg agt ttt 
Val Ser Phe 
380 

tgt gtt ggc 



cag eta gaa 
Gin Leu Glu 



gat gec cgc 
Asp Ala Arg 



tat cac aca 
Tyr His Thr 
255 

aac ttt acg 
Asn Phe Thr 
270 

ttt ctg gca 
Phe Leu Ala 
285 

cat tta etc 
His Leu Leu 



cgc agt ggt 
Arg Ser Gly 



gee ttt tat 
Ala Phe Tyr 
335 

etc etc ate 
Leu Leu He 
350 

tac aag ctg 
Tyr Lys Leu 
365 

tec tta ctt 
Ser Leu Leu 



ttt cag aca 



ata 672 
He 



aat 720 

Asn 

240 

aaa 768 
Lys 

ttt 816 
Phe 



ttt 864 
Phe 



gga 912 
Gly 



acg 960 

Thr 

320 

aac 1008 
Asn 



ctg 1056 
Leu 



gca 1104 
Ala 



aca 1152 
Thr 



ttg 1200 



# 



Trp His Leu Leu Phe 
385 

aag ttt tea tat caa 
Lys Phe Ser Tyr Gin 
405 



Asn Phe Asn Ser Cys Val 
390 395 

atg ttt acc tgt gtg egg 
Met Phe Thr Cys Val Arg 
410 



Gly Phe Gin Thr Leu 
400 

tec ctt aaa 1242 
Ser Leu Lys 



<210> 48 
<211> 414 
<212> PRT 

<213> Drosophila melanogaster 



<400> 48 

Met Gin Leu Glu Asp Phe- Met Arg Tyr Pro Asp Leu Val Cys Gin Ala 
15 10 15 

Ala Gin Leu Pro Arg Tyr Thr Trp Asn Gly Arg Arg Ser Leu Glu Val 
20 25 30 

Lys Arg Asn Leu Ala Lys Arg lie lie Phe Trp Leu Gly Ala Val Asn 
35 40 45 



Leu Val Tyr His 
50 

Gly Arg Thr Lys 
65 

Ala Ser Met Leu 



Met Leu Ser Leu 
100 

Glu Leu Phe Gin 
115 



Asn lie Gly Cys 
55 

Asp Pro lie Ala 
70 

Gly Phe Thr He 
85 

Lys Thr His Phe 



Leu He Lys His 
120 



Val Met Tyr Gly 
60 

Tyr Leu Ala Glu 
75 

Val Gly Thr Leu 
90 

Glu Asn Leu Leu 
105 

Arg Ala Tyr Arg 



Tyr Phe Gly Asp 



Leu Ala Ser Val 
80 

Asn Leu Trp Lys 
95 

Asn Glu Phe Glu 
110 

lie His His Tyr 
125 



Gin Glu Lys Tyr Thr Arg His He 
130 135 

Ser Ala Val Val Tyr Tyr Asn Ser 
145 150 

Glu His Phe Ser Asn Ser Gin Gin 
165 

Thr Trp Tyr Pro Trp Gin Val Gin 

96 



Arg Asn Thr Phe He Phe His Thr 
140 

Leu Pro He Leu Leu Met He Arg 

155 160 

Leu Gly Tyr Arg He Gin Ser Asn 
170 175 

Gly Ser He Pro Gly Phe Phe Ala 



1^1 



180 



185 



190 



Ala Val Ala Cys Gin lie Phe Ser Cys Gin Thr Asn Met Cys Val Asn 
195 200 205 

Met Phe lie Gin Phe Leu lie Asn Phe Phe Gly lie Gin Leu Glu lie 
210 215 220 

His Phe Asp Gly Leu Ala Arg Gin Leu Glu Thr lie Asp Ala Arg Asn 
225 ' 230 235 240 

Pro His Ala Lys Asp Gin Leu Lys Tyr Leu lie Val Tyr His Thr Lys 
245 250 .255 

Leu Leu Asn Leu Ala Asp Arg Val Asn Arg Ser Phe Asn Phe Thr Phe 
260 265 270 

Leu lie Ser Leu Ser Val Ser Met lie Ser Asn Cys Phe Leu Ala Phe 
275 280 285 

Ser Met Thr Met Phe Asp Phe Gly Thr Ser Leu Lys His Leu Leu Gly 
290 295 300 

Leu Leu Leu Phe lie Thr Tyr Asn Phe Ser Met Cys Arg Ser Gly Thr 
305 310 315 320 

His Leu lie Leu Thr Ser Gly Lys Val Leu Pro Ala Ala Phe Tyr Asn 
325 330 335 

Asn Trp Tyr Glu Gly Asp Leu Val Tyr Arg Arg Met Leu Leu lie Leu 
340 - 345 350 

Met Met Arg Ala Thr Lys Pro Tyr Met Trp Lys Thr Tyr Lys Leu Ala 
355 360 365 

Pro Val Ser lie Thr Thr Tyr Met Ala Val Ser Phe Ser Leu Leu Thr 
370 375 380 

Trp His Leu Leu Phe Asn Phe Asn Ser Cys Val Gly Phe Gin Thr Leu 
385 390 395 400 

Lys Phe Ser Tyr Gin Met Phe Thr Cys Val Arg Ser Leu Lys 
405 410 



<210> 49 
<211> 1170 

97 



# 



<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1170) 

<223> DOR 85A. 1 

<400> 49 

atg gaa gag eta atg aag tac get age ttc ttt aca cag cag tgg gca 48 

Met Glu Glu Leu Met Lys Tyr Ala Ser Phe Phe Thr Gin Gin Trp Ala 

15 10 15 

tac ggg cat ata cca atg ggt gaa gaa tec aaa agg aac aaa ctt ata 96 
Tyr Gly His lie Pro Met Gly Glu Glu Ser Lys Arg Asn Lys Leu lie 
20 25 30 

ttt cac ata gtt ttt tgg tec aat gtg att aac ctg age ttc gtt gga 144 
Phe His lie Val Phe Trp Ser Asn Val lie Asn Leu Ser Phe Val Gly 
35 40 45 

tta t.tt gag age att tac gtt tac agt gec ttc atg gat aat aag ttc 192 
Leu Phe Glu Ser lie Tyr Val Tyr Ser Ala Phe Met Asp Asn Lys Phe 
50 55 60 

ctg gaa gca gtc act gcg ttg tec tac att ggc ttc gta acc gta ggc 240 
Leu Glu Ala Val Thr Ala Leu Ser Tyr lie Gly Phe Val Thr Val Gly 
65 70 75 . 80 

atg age aag atg ttc ttc ate egg tgg aag aaa acg get ata act gaa 288 
Met Ser Lys Met Phe Phe lie Arg Trp Lys Lys Thr Ala lie Thr Glu 
85 90 95 

ctg att aat gaa ttg aag gag ate tat ccg aat ggt ttg ate cga gag 336 
Leu lie Asn Glu Leu Lys Glu lie Tyr Pro Asn Gly Leu lie Arg Glu 
100 105 110 

gaa aga tac aat ctg ccg atg tat ctg ggc acc tgc tec aga ate age 384 
Glu Arg Tyr Asn Leu Pro Met Tyr Leu Gly Thr Cys Ser Arg lie Ser 
115 120 125 

ctt ata tat tec ttg etc tac tct gtt etc ate tgg aca ttc aac ttg 432 
Leu lie Tyr Ser Leu Leu Tyr Ser Val Leu lie Trp Thr Phe Asn Leu 
130 135 140 

ttt tgt gta atg gag tat tgg gtc tat gac aag tgg etc aac att cga 480 
Phe Cys Val Met Glu Tyr Trp Val Tyr Asp Lys Trp Leu Asn lie Arg 
145 150 155 160 

98 



gtg gtg ggc aaa cag ttg ccg tac etc atg tac att cct tgg aaa tgg 528 
Val Val Gly Lys Gin Leu Pro Tyr Leu Met Tyr lie Pro Trp Lys Trp 
165 170 175 

cag gat aac tgg teg tac tat cca ctg tta ttc tec cag aat ttt gca 576 
Gin Asp Asn Trp Ser Tyr Tyr Pro Leu Leu Phe Ser Gin Asn Phe Ala 
180 185 190 

gga tac aca tct gca get ggt caa att tea acc gat gtc ttg etc tgc 624 
Gly Tyr Thr Ser Ala Ala Gly Gin lie Ser Thr Asp Val Leu Leu Cys 
195 200 205 

gcg gtg gee act cag ttg gta atg cac ttc gac ttt etc tea- aat agt 672 
Ala Val Ala Thr Gin Leu Val Met His Phe Asp Phe Leu Ser Asn Ser 
210 215 220 

atg gaa cgc cac gaa ttg agt gga gat tgg aag aag gac tec cga ttt 720 
Met Glu Arg His Glu Leu Ser Gly Asp Trp Lys Lys Asp Ser Arg Phe 
225 230 235 240 

ctg gtg gac att gtt agg tat cac gaa cgt ata etc cgc ctt tea gat 768 
Leu Val Asp lie Val Arg Tyr His Glu Arg lie Leu Arg Leu Ser Asp 
245 250 255 

gca gtg aac gat ata ttt gga att cca eta eta etc aac ttc atg gta 816 
Ala Val Asn Asp lie Phe Gly lie Pro Leu Leu Leu Asn Phe Met Val. 
260 265 270 

tec teg ttc gtc ate tgc ttc gtg gga ttc cag atg act gtt gga gtt 864 
Ser Ser Phe Val He Cys Phe Val Gly Phe Gin Met Thr Val Gly Val 
275 280 285 

ccg ccg gat ata gtt gtg aag etc ttc etc ttc ctt gtc tct teg atg 912 
Pro Pro Asp He Val Val Lys Leu Phe Leu Phe Leu Val Ser Ser Met 
290 295 300 

agt cag gtc tat ttg att tgt cac tat ggt caa ctg gtg gee gat get 960 
Ser Gin Val Tyr Leu He Cys His Tyr Gly Gin Leu Val Ala Asp Ala 
305 310 315 320 

age tac gga ttt teg gtt gec acc tac aat cag aag tgg tat aaa gee 1008 
Ser Tyr Gly Phe Ser Val Ala Thr Tyr Asn Gin Lys Trp Tyr Lys Ala 
325 330 335 

gat gtg cgc tat aaa cga gee ttg gtt att att ata get aga teg cag 1056 
Asp Val Arg Tyr Lys Arg Ala Leu Val He He He Ala Arg Ser Gin 
340 345 350 
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tip 



aag gta act ttt eta aag gec act ata ttc ttg gat att acc agg tec 1104 
Lys Val Thr Phe Leu Lys Ala Thr lie Phe Leu Asp lie Thr Arg Ser 
355 360 365 

.act atg aca gat ctg ctt caa ata tea tac aaa ttc ttc gec ctg ctg 1152 
Thr Met Thr Asp Leu Leu Gin lie Ser Tyr Lys Phe Phe Ala Leu Leu 
370 375 380 

cgc aca atg tat acc caa 1170 
Arg Thr Met Tyr Thr Gin 
385 390 



<210> 50 
<211> 390 
<212> PRT 

<213> Drosophila melanogaster 
<400> 50 

Met Glu Glu Leu Met Lys Tyr Ala Ser Phe Phe Thr Gin Gin Trp Ala 
15 10 15 

Tyr Gly His lie Pro Met Gly Glu Glu Ser Lys Arg Asn Lys Leu lie 
20 25 30 

Phe His lie Val Phe Trp Ser Asn Val lie Asn Leu Ser Phe Val Gly 
35 40 45 

Leu Phe Glu Ser lie Tyr Val Tyr Ser Ala Phe Met Asp Asn Lys Phe 
50 55 60 

Leu Glu Ala Val Thr Ala Leu Ser Tyr He Gly Phe Val Thr Val Gly 
65 70 75 80 

Met Ser Lys Met Phe Phe He Arg Trp Lys Lys Thr Ala He Thr Glu 
85 90 95 

Leu He Asn Glu Leu Lys Glu lie Tyr Pro Asn Gly Leu He Arg Glu 
100 105 110 

Glu Arg Tyr Asn Leu Pro Met Tyr Leu Gly Thr Cys Ser Arg He Ser 
115 120 ' 125 

Leu He Tyr Ser Leu Leu Tyr Ser Val Leu He Trp Thr Phe Asn Leu 
130 135 140 

Phe Cys Val Met Glu Tyr Trp Val Tyr Asp Lys Trp Leu Asn He Arg 

100 



111 



# 



145 150 155 160 

Val Val Gly Lys Gin Leu Pro Tyr Leu Met Tyr lie Pro Trp Lys Trp 
165 170 175 

Gin Asp Asn Trp Ser Tyr Tyr Pro Leu Leu Phe Ser Gin As.n Phe Ala 
180 185 190 

Gly Tyr Thr Ser Ala Ala Gly Gin lie Ser Thr Asp Val Leu Leu Cys 
195 200 205 

Ala Val Ala Thr Gin Leu Val Met His Phe Asp Phe Leu Ser Asn Ser 
210 215 220 

Met Glu Arg His Glu Leu Ser Gly Asp Trp Lys Lys Asp Ser Arg Phe 
225 230 235 240 

Leu Val Asp lie Val Arg Tyr His Glu Arg lie Leu Arg Leu Ser Asp 
245 250 255 



;: g Ala Val Asn Asp lie Phe Gly lie Pro Leu Leu Leu Asn Phe Met Val 

::J3 260 265 270 

||1 Ser Ser Phe Val lie Cys Phe Val Gly Phe Gin Met Thr Val Gly Val 

%t 275 280 285 

^ Pro Pro Asp lie Val Val Lys Leu Phe Leu Phe Leu Val Ser Ser Met 

[M 290 295 300 

Ki Ser Gin Val Tyr Leu lie Cys His Tyr Gly Gin Leu Val Ala Asp Ala 

305 310 315 320 

;a=r Ser Tyr Gly Phe Ser Val Ala Thr Tyr Asn Gin Lys Trp Tyr Lys Ala 

325 330 335 

Asp Val Arg Tyr Lys Arg Ala Leu Val lie lie lie Ala Arg Ser Gin 
340 345 350 

Lys Val Thr Phe Leu Lys Ala Thr lie Phe Leu Asp lie Thr Arg Ser 
355 360 365 

Thr Met Thr Asp Leu Leu Gin lie Ser Tyr Lys Phe Phe Ala Leu Leu 
370 375 380 

Arg Thr Met Tyr Thr Gin 
385 390 
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m 



<210> 51 
<211> 1167 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1167) 

<223> DOR 85A.3 

<400> 51 

atg aag ttc atg aag tac gca gtt ttc ttt tac aca teg gtg ggc att 48 
Met Lys Phe Met Lys Tyr Ala Val Phe Phe Tyr Thr Ser Val Gly lie 
15 10 15 

gag ccg tat acg att gac teg egg tec aaa aaa gcg age eta tgg tea 96 
Glu Pro Tyr Thr lie Asp Ser Arg Ser Lys Lys Ala Ser Leu Trp Ser 
20 25 30 

cat ctt etc ttc tgg gec aat gtg ate aat tta agt gtc att gtt ttc 144 
His Leu Leu Phe Trp Ala Asn Val lie Asn Leu Ser Val lie Val Phe 
35 40 45 

gga gag ate etc tat ctg gga gtg gee tat tec gat gga aag ttc att 192 
Gly Glu lie Leu Tyr Leu Gly Val Ala Tyr Ser Asp Gly Lys Phe lie 
50 ^ 55 60 

gat gee gtc act gta ctg tea tat ate gga ttc gta ate gtg ggc atg 240 
Asp Ala Val Thr Val Leu Ser Tyr lie Gly Phe Val lie Val Gly Met 
65 70 75 80 

age aag atg ttc ttc ata tgg tgg aag aag ace gat eta age gat ttg 288 
Ser Lys Met Phe Phe lie Trp Trp Lys Lys Thr Asp Leu Ser Asp Leu 
85 90 95 

gtt aag gaa ttg gag cac ate tat cca aat ggc aaa get gag gag gag 336 
Val Lys Glu Leu Glu His lie Tyr Pro Asn Gly Lys Ala Glu Glu Glu 
100 . 105 110 

atg tat egg ttg gat agg tat ctg cga tct tgt tea cga att age att 384 
Met Tyr Arg Leu Asp Arg Tyr Leu Arg Ser Cys Ser Arg lie Ser lie 
115 120 125 

acc tat gca eta etc tac tec gta etc ate tgg acc ttc aat ctg ttc 432 
Thr Tyr Ala Leu Leu Tyr Ser Val Leu lie Trp Thr Phe Asn Leu Phe 
130 135 140 
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1 15 



agt ate atg caa ttc ctt gtc tat gaa aag ttg ctt aaa ate cga gtg 480 
Ser lie Met Gin Phe Leu Val Tyr Glu Lys Leu Leu Lys lie Arg Val 
145 150 155 160 

gtc ggc caa acg ctg cca tat ttg atg tac ttt ccc tgg aac tgg cat 528 
Val Gly Gin Thr Leu Pro Tyr Leu Met Tyr Phe Pro Trp Asn Trp His 
165 170 175 

gaa aac tgg acg tat tat gtg ctg ctg ttc tgt caa aac ttc gca gga 576 
Glu Asn Trp Thr Tyr Tyr Val Leu Leu Phe Cys Gin Asn Phe Ala Gly 
180 185 190 

cat act teg gca teg gga cag ate tct acg gat ctt ttg ctt tgt get 624 
His Thr Ser Ala Ser Gly Gin lie Ser Thr Asp Leu Leu Leu Cys Ala 
195 200 205 

gtt get ace cag gtg gta atg cac ttc gat tac ttg gee aga gtg gtg 672 
Val Ala Thr Gin Val Val Met His Phe Asp Tyr Leu Ala Arg Val Val 
210 215 220 

gaa aaa caa gtg tta gat cgc gat tgg age gaa aac tec aga ttt ttg 720 
Glu Lys Gin Val Leu Asp Arg Asp Trp Ser Glu Asn Ser Arg Phe Leu 
225 230 235 240 

gca aaa act gta caa tat cat cag cgc att ctt egg eta atg gac gtt 768 
Ala Lys Thr Val Gin Tyr His Gin Arg lie Leu Arg Leu Met Asp Val 
245 250 255 

etc aac gat ata ttc ggg ata ccg eta ctg ctt aac ttt atg gtc tec 816 
Leu Asn Asp lie Phe Gly lie Pro Leu Leu Leu Asn Phe Met Val Ser 
260 265 270 

aca ttt gtc ate tgc ttt gtg gga ttc caa atg ace gtg ggt gtc ccg 864 
Thr Phe Val lie Cys Phe Val Gly Phe Gin Met Thr Val Gly Val Pro 
275 280 285 

ccg gac ate atg att aag etc ttc ttg ttc ctg ttc teg tec ttg teg 912 
Pro Asp lie Met lie Lys Leu Phe Leu Phe Leu Phe Ser Ser Leu Ser 
290 295 300 

caa gtg tac ttg ata tgc cac tac ggc cag ctg att gee gat gcg age 960 
Gin Val Tyr Leu lie Cys His Tyr Gly Gin Leu lie Ala Asp Ala Ser 
305 310 315 320 

tct age tta teg att tct gca tat aag cag aat tgg caa aat get gac 1008 
Ser Ser Leu Ser lie Ser Ala Tyr Lys Gin Asn Trp Gin Asn Ala Asp 
325 ' 330 335 
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att cgc tat cgt egg get ctg gta ttc ttt ata get cga cct cag agg 
lie Arg Tyr Arg Arg Ala Leu Val Phe Phe lie Ala Arg Pro Gin Arg 
340 345 350 



aca act tat eta aaa get aca att ttc atg aat ata aca agg gee ace 
Thr Thr Tyr Leu Lys Ala Thr lie Phe Met Asn He Thr Arg Ala Thr 
355 360 365 

atg acg gac ctt ctt caa gta tec tac aaa ttt ttc get ctg ctt cgt 
Met Thr Asp Leu Leu Gin Val Ser Tyr Lys Phe Phe Ala Leu Leu Arg 
370 375 380 

acc atg tac ata aag 
Thr Met Tyr He Lys 
385 



<210> 52 
<211> 389 
<212> PRT 

<213> Drosophila melanogaster 
<400> 52 

Met Lys Phe Met Lys Tyr Ala Val Phe Phe Tyr Thr Ser Val Gly He 
15 10 15 

Glu Pro Tyr Thr He Asp Ser Arg Ser Lys Lys Ala Ser Leu Trp Ser 
20 25 30 

His Leu Leu Phe Trp Ala Asn Val He Asn Leu Ser Val He Val Phe 
35 40 45 

Gly Glu He Leu Tyr Leu Gly Val Ala Tyr Ser Asp Gly Lys Phe He 
50 55 60 

Asp Ala Val Thr Val Leu Ser Tyr He Gly Phe Val He Val Gly Met 
65 70 75 80 

Ser Lys Met Phe Phe He Trp Trp Lys Lys Thr Asp Leu Ser Asp Leu 
85 90 95 

Val Lys Glu Leu Glu His He Tyr Pro Asn Gly Lys Ala Glu Glu Glu 
100 105 110 

Met Tyr Arg Leu Asp Arg Tyr Leu Arg Ser Cys Ser Arg He Ser He 
115 120 125 

Thr Tyr Ala Leu Leu Tyr Ser Val Leu He Trp Thr Phe Asn Leu Phe 

104 



\n6 



130 



135 



140 



Ser He Met Gin Phe Leu Val Tyr Glu Lys Leu Leu Lys lie Arg Val 
145 150 155 160 

Val Gly Gin Thr Leu Pro Tyr Leu Met Tyr Phe Pro Trp Asn Trp His 
165 170 175 

Glu Asn Trp Thr Tyr Tyr Val Leu Leu Phe Cys Gin Asn Phe Ala Gly 
180 185 190 

His Thr Ser Ala Ser Gly Gin He Ser Thr Asp Leu Leu Leu Cys Ala 
195 200 205 

Val Ala Thr Gin Val Val Met His Phe Asp Tyr Leu Ala Arg Val Val 
210 215 220 

Glu Lys Gin Val Leu Asp Arg Asp Trp Ser Glu Asn Ser Arg Phe Leu 
225 230 235 240 

Ala Lys Thr Val Gin Tyr His Gin Arg He Leu Arg Leu Met Asp Val 
245 250 255 

Leu Asn Asp He Phe Gly He Pro Leu Leu Leu Asn Phe Met Val Ser 
260 265 270 

Thr Phe Val He Cys Phe Val Gly Phe Gin Met Thr Val Gly Val Pro 
275 280 285 

Pro Asp He Met He Lys Leu Phe Leu Phe Leu Phe Ser Ser Leu Ser 
290 295 300 

Gin Val Tyr Leu He Cys His Tyr Gly Gin Leu He Ala Asp Ala Ser 
305 310 315 320 

Ser Ser Leu Ser lie Ser Ala Tyr Lys Gin Asn Trp Gin Asn Ala Asp 
325 330 335 

He Arg Tyr Arg Arg Ala Leu Val Phe Phe He Ala Arg Pro Gin Arg 
340 345 350 

Thr Thr Tyr Leu Lys Ala Thr He Phe Met Asn He Thr Arg Ala Thr 
355 360 365 

Met Thr Asp Leu Leu Gin Val Ser Tyr Lys Phe Phe Ala Leu Leu Arg 
370 375 380 

Thr Met Tyr He Lys 
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385 



<210> 53 
<211> 1305 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1305) 

<223> DOR 85B. 1 

<400> 53 

atg gga etc cag ttg gcg aat ggc acg aag cca teg ccg egg tta ccc 4 8 
Met Gly Leu Gin Leu Ala Asn Gly Thr Lys Pro Ser Pro Arg Leu Pro 
15 10 15 

aaa tgg tgg cca aag egg ctg gaa atg att ggt aaa gtg ctg ccc aaa 96 
Lys Trp Trp Pro Lys Arg Leu Glu Met lie Gly Lys Val Leu Pro Lys 
20 25 30 

gec tat tgt tec atg gtg att ttc acc tec ctg cat ttg ggt gtc ctg 144 
Ala Tyr Cys Ser Met Val lie Phe Thr Ser Leu His Leu Gly Val Leu 
35 40 45 

ttc acg aaa acc aca ctg gat gtc ctg ccg acg ggg gag ctg cag gec 192 
Phe Thr Lys Thr Thr Leu Asp Val Leu Pro Thr Gly Glu Leu Gin Ala 
50 55 60 . 

ata acg gat gee etc acc atg acc ata ata tac ttt ttc acg ggc tac 240 
lie Thr Asp Ala Leu Thr Met Thr lie lie Tyr Phe Phe Thr Gly Tyr 
65 70 75 80 

ggc acc ate tac tgg tgc ctg cgc tec egg cgc etc ttg gec tac atg 288 
Gly Thr lie Tyr Trp Cys Leu Arg Ser Arg Arg Leu Leu Ala Tyr Met 
85 90 95 

gag cac atg aac egg gag tat cgc cat cat teg ctg gee ggg gtg acc 336 
Glu His Met Asn Arg Glu Tyr Arg His His Ser Leu Ala Gly Val Thr 
100 105 ' 110 

ttt gtg agt age cat gcg gee ttt agg atg tec aga aac ttc acg gtg 384 
Phe Val Ser Ser His Ala Ala Phe Arg Met Ser Arg Asn Phe Thr Val 
115 120 125 

gtg tgg ata atg tec tgc ctg ctg ggc gtg att tec tgg ggc gtt teg 432 

106 



/ in 



Val Trp lie Met Ser Cys Leu Leu Gly Val lie Ser Trp Gly Val Ser 
130 135 140 

cca ctg atg ctg ggc ate egg atg ctg ccg etc caa tgt tgg tat ccc 480 
Pro Leu Met Leu Gly lie Arg Met Leu Pro Leu Gin Cys Trp Tyr Pro 
145 150 155 160 

ttc gac gec ctg ggt ccc ggc aca tat acg gcg gtc tat get aca caa 528 
Phe Asp Ala Leu Gly Pro Gly Thr Tyr Thr Ala Val Tyr Ala Thr Gin 
165 170 175 

ctt ttc ggt cag ate atg gtg ggc atg acc ttt gga ttc ggg gga tea 576 
Leu Phe Gly Gin lie Met Val Gly Met Thr Phe Gly Phe Gly Gly Ser 
180 185 190 

ctg ttt gtc acc ctg age ctg eta etc ctg gga caa ttc gat gtg etc 624 
Leu Phe Val Thr Leu Ser Leu Leu Leu Leu Gly Gin Phe Asp Val Leu 
195 200 205 

tac tgc age ctg aag aac ctg gat gee cat acc aag ttg ctg ggc ggg 672 
Tyr Cys Ser Leu Lys Asn Leu Asp Ala His Thr Lys Leu Leu Gly Gly 
210 215 220 

gag tct gta aat ggc ctg agt teg ctg caa gag gag ttg ctg ctg ggg 720 
Glu Ser Val Asn Gly Leu Ser Ser Leu Gin Glu Glu Leu Leu Leu Gly 
225 230 235 240 

gac teg aag agg gaa tta aat cag tac gtt ttg etc cag gag cat ccg 768 
Asp Ser Lys Arg Glu Leu Asn Gin Tyr Val Leu Leu Gin Glu His Pro 
245 250 255 

acg gat ctg ctg aga ttg teg gca gga cga aaa tgt cct gac caa gga 816 
Thr Asp Leu Leu Arg Leu Ser Ala Gly Arg Lys Cys Pro Asp Gin Gly 
260 265 270 

aat gcg ttt cac aac gee ttg gtg gaa tgc att cgc ttg cat cgc ttc 864 
Asn Ala Phe His Asn Ala Leu Val Glu Cys lie Arg Leu His Arg Phe 
275 280 285 

att ctg cac tgc tea cag gag ttg gag aat eta ttc agt cca tat tgt 912 
lie Leu His Cys Ser Gin Glu Leu Glu Asn Leu Phe Ser Pro Tyr Cys 
290 295 300 

ctg gtc aag tea ctg cag ate acc ttt cag ctt tgc ctg ctg gtc ttt 960 
Leu Val Lys Ser Leu Gin lie Thr Phe Gin Leu Cys Leu Leu Val Phe 
305 310 315 320 

gtg ggc gtt teg ggt act cga gag gtc ctg egg att gtc aac cag eta 100£ 
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Val Gly Val Ser Gly Thr Arg Glu Val Leu Arg lie Val Asn Gin Leu 
325 330 335 

cag tac ttg gga ctg acc ate ttc gag etc eta atg ttc acc tat tgt 1056 
Gin Tyr Leu Gly Leu Thr lie Phe Glu Leu Leu Met Phe Thr Tyr Cys 
340 345 350 

ggc gaa etc etc agt egg cat agt att cga tct ggc gac gec ttt tgg 1104 
Gly Glu Leu Leu Ser Arg His Ser lie Arg Ser Gly Asp Ala Phe Trp 
355 - 360 365 

agg ggt gcg tgg tgg aag cac gec cat ttc ate cgc cag gac ate etc 1152 
Arg Gly Ala Trp Trp Lys His Ala His Phe lie Arg Gin Asp lie Leu 
370 375. 380 

ate ttt ctg gtc aat agt aga cgt gca gtt cac gtg act gee ggc aag 1200 
lie Phe Leu Val Asn Ser Arg Arg Ala Val His Val Thr Ala Gly Lys 
385 390 395 400 

ttt tat gtg atg gat gtg aat cgt eta aga teg gtt ata acg cag gcg 1248 
Phe Tyr Val Met Asp Val Asn Arg Leu Arg Ser Val lie Thr Gin Ala 
405 410 415 

ttc age ttc ttg act ttg ctg caa aag ttg get gec aag aag acg gaa 1296 
Phe Ser Phe Leu Thr Leu Leu Gin Lys Leu Ala Ala Lys Lys Thr Glu 
420 425 430 

teg gag etc 1305 
Ser Glu Leu 
435 



<210> 54 
<211> 435 
<212> PRT 

<213> Drosophila melanogaster 
<400> 54 

Met Gly Leu Gin Leu Ala Asn Gly Thr Lys Pro Ser Pro Arg Leu Pro 
15 10 15 

Lys Trp Trp Pro Lys Arg Leu Glu Met lie Gly Lys Val Leu Pro Lys 
20 25 30 

Ala Tyr Cys Ser Met Val lie Phe Thr Ser Leu His Leu Gly Val Leu 
35 40 45 

Phe Thr Lys Thr Thr Leu Asp Val Leu Pro Thr Gly Glu Leu Gin Ala 
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50 



55 



60 



lie Thr Asp Ala Leu Thr Met Thr lie lie Tyr Phe Phe Thr Gly Tyr 
65 70 75 80 

Gly Thr lie Tyr Trp Cys Leu Arg Ser Arg Arg Leu Leu Ala Tyr Met 
85 90 95 

Glu His Met Asn Arg Glu Tyr Arg His His Ser Leu Ala Gly Val Thr 
100 105 110 

Phe Val Ser Ser His Ala Ala Phe Arg Met Ser Arg Asn Phe Thr Val 
115 120 125 

Val Trp lie Met Ser Cys Leu Leu Gly Val lie Ser Trp Gly Val Ser 
130 135 140 

Pro Leu Met Leu Gly lie Arg Met Leu Pro Leu Gin Cys Trp Tyr Pro 
145 150 155 160 

Phe Asp Ala Leu Gly Pro Gly Thr Tyr Thr Ala Val Tyr Ala Thr Gin 
165 170 175 

Leu Phe Gly Gin lie Met Val Gly Met Thr Phe Gly Phe Gly Gly Ser 
180 185 190 

Leu Phe Val Thr Leu Ser Leu Leu Leu Leu Gly Gin Phe Asp Val Leu 
195 200 205 

Tyr Cys Ser Leu Lys Asn Leu Asp Ala His Thr Lys Leu Leu Gly Gly 
210 215 220 

Glu Ser Val Asn Gly Leu Ser Ser Leu Gin Glu Glu Leu Leu Leu Gly 
225 230 235 240 

Asp Ser Lys Arg Glu Leu Asn Gin Tyr Val Leu Leu Gin Glu His Pro 
245 250 255 

Thr Asp Leu Leu Arg' Leu Ser Ala Gly Arg Lys Cys Pro Asp Gin Gly 
260 265 270 

Asn Ala Phe His Asn Ala Leu Val Glu Cys lie Arg Leu His Arg Phe 
275 280 285 

lie Leu His Cys Ser Gin Glu Leu Glu Asn Leu Phe Ser Pro Tyr Cys 
290 295 300 



Leu Val Lys Ser Leu Gin lie Thr Phe Gin Leu Cys Leu Leu Val Phe 
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305 310 

Val Gly Val Ser Gly Thr Arg Glu 
325 

Gin Tyr Leu Gly Leu Thr lie Phe 
340 

Gly Glu Leu Leu Ser Arg His Ser 
355 360 




315 320 

Val Leu Arg lie Val Asn Gin Leu 
330 335 

Glu Leu Leu Met Phe Thr Tyr Cys 
345 350 

lie Arg Ser Gly Asp Ala Phe Trp 
365 



Arg Gly Ala Trp Trp Lys His Ala 
370 375 

lie Phe Leu Val Asn Ser Arg Arg 
385 390 

Phe Tyr Val Met Asp Val Asn Arg 
405 

Phe Ser Phe Leu Thr Leu Leu Gin 
420 



His Phe lie Arg Gin Asp lie Leu 
380 

Ala Val His Val Thr Ala Gly Lys 
395 400 

Leu Arg Ser Val lie Thr Gin Ala 
410 415 

Lys Leu Ala Ala Lys Lys Thr Glu 
425 430 



Ser Glu Leu 
435 



<210> 55 
<211> 1203 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1203) 



<400> 55 

atg aag cca acg gaa ate aaa aaa ccc tat cga atg gag gag ttt ctg 48 
Met Lys Pro Thr Glu lie Lys Lys Pro Tyr Arg Met Glu Glu Phe Leu 
1 5 10 15 

cgt ccg cag atg ttc cag gag gtg get cag atg gtg cat ttc cag tgg 96 
Arg Pro Gin Met Phe Gin Glu Val Ala Gin Met Val His Phe Gin Trp 
20 25 30 

egg aga aat ccg gtg gac aac age atg gtg aac gca tec atg gtc ccc 144 
Arg Arg Asn Pro Val Asp Asn Ser Met Val Asn Ala Ser Met Val Pro 
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l vl 



35 40 45 

ttc tgc ttg teg gcg ttt ctt aat gtc ctg ttt ttc ggc tgc aat ggt 192 
Phe Cys Leu Ser Ala Phe Leu Asn Val Leu Phe Phe Gly Cys Asn Gly 
50 55 60 

tgg gac ate ata gga cat ttt tgg ctg gga cat cct gee aac cag aat 240 
Trp Asp lie lie Gly His Phe Trp Leu Gly His Pro Ala Asn Gin Asn 
65 70 75 80 

ccg ccc gtg ctt age ate acc att tac ttc teg ate agg gga ttg atg 288 
Pro Pro Val Leu Ser lie Thr lie Tyr Phe Ser lie Arg Gly Leu Met 
85 90 95 

eta tac ctg aaa cga aag gaa ate gtt gag ttt gtt aac gac ttg gat 336 
Leu Tyr Leu Lys Arg Lys Glu lie Val Glu Phe Val Asn Asp Leu Asp 
100 105 110 

egg gag tgt ccg egg gac ttg gtc age cag ttg gac atg caa atg gat 384 
Arg Glu Cys Pro Arg Asp Leu Val Ser Gin Leu Asp Met Gin Met Asp 
115 120 125 

gag acg tac cga aac ttt tgg cag cgc tat cgc ttc ate cgt ate tac 432 
Glu Thr Tyr Arg Asn Phe Trp Gin Arg Tyr Arg Phe lie Arg lie Tyr 
130 135 140 

tec cat ttg ggt ggt ccg atg ttc tgc gtt gtg cca tta get eta ttc 480 
Ser His Leu Gly Gly Pro Met Phe Cys Val Val Pro Leu Ala Leu Phe 
145 150 155 160 

etc ctg acc cac gag ggt aaa gat act cct gtt gee cag cac gag cag 528 
Leu Leu Thr His Glu Gly Lys Asp Thr Pro Val Ala Gin His Glu Gin 
165 170 175 

etc ctt gga gga tgg ctg cca tgc ggt gtg cga aag gac cca aat ttc 576 
Leu Leu Gly Gly Trp Leu Pro Cys Gly Val Arg Lys Asp Pro Asn Phe 
180 185 190 

tac ctt tta gtc tgg tec ttc gac ctg atg tgc acc act tgc ggc gtc 624 
Tyr Leu Leu Val Trp Ser Phe Asp Leu Met Cys Thr Thr Cys Gly Val 
195 200 205 

tec ttt ttc gtt acc ttc gac aac eta ttc. aat gtg atg cag gga cat 672 
Ser Phe Phe Val Thr Phe Asp Asn Leu Phe Asn Val Met Gin Gly His 
210 215 220 

ttg gtc atg cat ttg ggc cat ctt get cgc cag ttt teg gee ate. gat 720 
Leu Val Met His Leu Gly His Leu Ala Arg Gin Phe Ser Ala lie Asp 
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225 230 235 240 

cct cga cag agt ttg acc gat gag aag cga ttc ttt gtg gat ctt agg 768 
Pro Arg Gin Ser Leu Thr Asp Glu Lys Arg Phe Phe Val Asp Leu Arg 
245 250 255 

tta tta gtt cag agg cag cag ctt ctt aat gga ttg tgc aga aaa tac 816 
Leu Leu Val Gin Arg Gin Gin Leu Leu Asn Gly Leu Cys Arg Lys Tyr 
260 265 270 

aac gac ate ttt aaa gtg gec ttc ctg gtg age aat ttt gta ggc gec 864 
Asn Asp lie Phe Lys Val Ala Phe Leu Val Ser Asn Phe Val Gly Ala 
275 280 285 

ggt tec etc tgc ttc tac etc ttt atg etc teg gag aca tea gat gtc 912 
Gly Ser Leu Cys Phe Tyr Leu Phe Met Leu Ser Glu Thr Ser Asp Val 
290 295 300 

ctt ate ate gee cag tat ata tta ccc act ttg gtc ctg gtg ggc ttc 960 
Leu lie lie Ala Gin Tyr lie Leu Pro Thr Leu Val Leu Val Gly Phe 
305 310 315 320 

aca ttt gag att tgt eta egg gga acc caa ctg gaa aag gcg teg gag 1008 
Thr Phe Glu lie Cys Leu Arg Gly Thr Gin Leu Glu Lys Ala Ser Glu 
325 330 335 

gga ctg gaa teg teg ttg cga age cag gaa tgg tat ttg gga agt agg 1056 
Gly Leu Glu Ser Ser Leu Arg Ser Gin Glu Trp Tyr Leu Gly Ser Arg 
340 345 350 

egg tac egg aag ttc tat ttg etc tgg acg caa tat tgc cag cga aca 1104 
Arg Tyr Arg Lys Phe Tyr Leu Leu Trp Thr Gin Tyr Cys Gin Arg Thr 
355 360 365 

cag caa ctg ggc gee ttt ggg eta ate caa gtc aat atg gtg cac ttc 1152 
Gin Gin Leu Gly Ala Phe Gly' Leu lie Gin Val Asn Met Val His Phe 
370 375 380 

act gaa ata atg cag ctg gec tat aga etc ttc act ttt etc aaa tct 1200 
Thr Glu lie Met Gin Leu Ala Tyr Arg Leu Phe Thr Phe Leu Lys Ser 
385 390 395 400 

cat 1203 
His 



<210> 56 
<211> 401 
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in 



<212> PRT 

<213> Drosophila melanogaster 
<400> 56 

Met Lys Pro Thr Glu lie Lys Lys Pro Tyr Arg Met Glu Glu Phe Leu 
1.5 10 15 

Arg Pro Gin Met Phe Gin Glu Val Ala Gin Met Val His Phe Gin Trp 
20 25 30 

Arg Arg Asn Pro Val Asp Asn Ser Met Val Asn Ala Ser Met Val Pro 
35 40 45 

Phe Cys Leu Ser Ala Phe Leu Asn Val Leu Phe Phe Gly Cys Asn Gly 
50 55 60 

Trp Asp lie lie Gly His Phe Trp Leu Gly His Pro Ala Asn Gin Asn 
65 70 75 80 

Pro Pro Val Leu Ser lie Thr lie Tyr Phe Ser lie Arg Gly Leu Met 
85 90 95 

Leu Tyr Leu Lys Arg Lys Glu lie Val Glu Phe Val Asn Asp Leu Asp 
100 105 110 

Arg Glu Cys Pro Arg Asp Leu Val Ser Gin Leu Asp Met Gin Met Asp 
115 120 125 

Glu Thr Tyr Arg Asn _ Phe Trp Gin Arg Tyr Arg Phe lie Arg lie Tyr 
130 135 140 

Ser His Leu Gly Gly Pro Met Phe Cys Val Val Pro Leu Ala Leu Phe 
145 150 155 160 

Leu Leu Thr His Glu Gly Lys Asp Thr Pro Val Ala Gin His Glu Gin 
165 170 175 

Leu Leu Gly Gly Trp Leu Pro Cys Gly Val Arg Lys Asp Pro Asn Phe 
180 185 190 

Tyr Leu Leu Val Trp Ser Phe Asp Leu Met Cys Thr Thr Cys Gly Val 
195 200 205 

Ser Phe Phe Val Thr Phe Asp Asn Leu Phe Asn Val Met Gin Gly His 
210 215 220 

Leu Val Met His Leu Gly His Leu Ala Arg Gin Phe Ser Ala lie Asp 
225 230 235 240 
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Pro Arg Gin Ser 



Leu Leu Val Gin 
260 

Asn Asp lie Phe 
275 

Gly Ser Leu Cys 
290 

Leu lie lie Ala 
305 

Thr Phe Glu He 



Gly Leu Glu Ser 
340 

Arg Tyr Arg Lys 
355 

Gin Gin Leu Gly 
370 

Thr Glu He Met 
385 

His 



Leu Thr Asp Glu 
245 

Arg Gin Gin Leu 



Lys Val Ala Phe 
280 

Phe Tyr Leu Phe 
295 

Gin Tyr He Leu 
310 

Cys Leu Arg Gly 
325 

Ser Leu Arg Ser 



Phe Tyr Leu Leu 
360 

Ala Phe Gly Leu 
375 

Gin Leu Ala Tyr 
390 



Lys Arg Phe Phe 
250 

Leu Asn Gly Leu 
265 

Leu Val Ser Asn 



Met Leu Ser Glu 
300 

Pro Thr Leu Val 
315 

Thr Gin Leu Glu 
330 

Gin Glu Trp Tyr 
345 

Trp Thr Gin Tyr 



He Gin Val Asn 
380 

Arg Leu Phe Thr 
395 



Val Asp Leu Arg 
255 

Cys Arg Lys Tyr 
270 

Phe Val Gly Ala 
285 

Thr Ser Asp Val 



Leu Val Gly Phe 
320 

Lys Ala Ser Glu 
335 

Leu Gly Ser Arg 
350 

Cys Gin Arg Thr 
365 

Met Val His Phe 



Phe Leu Lys Ser 
400 



<210> 57 
<211> 1131 
<212> DNA 

<213> Drosophila melanogaster 

<220> 
<221> CDS 
<222> (1) . . (1131) 
<223> DOR 92E. 1 

<400> 57 

atg act ttc tac aag acc atc.ggc gag gat ctg tac tec gat agg gat 
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Met Thr Phe Tyr Lys Thr lie Gly Glu Asp Leu Tyr Ser Asp Arg Asp 

15 10 15 

ccg aat gtg ata agg cgt tac ctg eta cgt ttt tat ctg gta etc ggt 96 

Pro Asn Val lie Arg Arg Tyr Leu Leu Arg Phe Tyr Leu Val Leu Gly 

20 25 30 

ttt etc aac ttc aat gee tat gtg gtg ggc gaa ate gcg tac ttt ata 144 

Phe Leu Asn Phe Asn Ala Tyr Val Val Gly Glu lie Ala Tyr Phe lie 

35 40 45 

gtc cat ata atg teg acg act act ctt ttg gag gee act gca gtg gca 192 

Val His lie Met Ser Thr Thr Thr Leu Leu Glu Ala Thr Ala Val Ala 

50 55 60 

ccg tgc att ggt ttc age ttc atg gee gac ttt aag cag ttc ggt etc 240 

Pro Cys lie Gly Phe Ser Phe Met Ala Asp Phe Lys Gin. Phe Gly Leu 

65 70 75 80 

aca gtg aat aga aag cga ttg gtc aga ttg ctg gat gat etc aag gag 288 

~ Thr Val Asn Arg Lys Arg Leu Val Arg Leu Leu Asp Asp Leu Lys Glu 

S ■ '85 90 95 

ffi ata ttt cct tta gat tta gaa gcg cag egg aag tat aac gta teg ttt 336 

! 'sJ lie Phe Pro Leu Asp Leu Glu Ala Gin Arg Lys Tyr Asn Val Ser ' Phe 

%| 100 105 110 

P tac egg aaa cac atg aac agg gtc atg ace eta ttc ace ate etc tgc 384 

Tyr Arg Lys His Met Asn Arg Val Met Thr Leu Phe Thr lie Leu Cys 

ftJ. 115 120 125 

: 

atg ace tac ace teg tea ttt age ttt tat cca gee ate aag teg acc 432 

Met Thr Tyr Thr Ser Ser Phe Ser Phe Tyr Pro Ala lie Lys Ser Thr 

130 135 140 

ata aag tat tac ctt atg gga teg gaa ate ttt gag cgc aac tac gga 480 

lie Lys Tyr Tyr Leu Met Gly Ser Glu lie Phe Glu Arg Asn Tyr Gly 

145 150 155 160 

ttt cac att ttg ttt ccc tac gac gca gaa acg gat ctg acg gtc tac 528 

Phe His lie Leu Phe Pro Tyr Asp Ala Glu Thr Asp Leu Thr Val Tyr 

165 170 175 

tgg ttt tec tac tgg gga ttg get cat tgt gee tat gtg gee gga gtt 576 

Trp Phe Ser Tyr Trp Gly Leu Ala His Cys Ala Tyr Val Ala Gly Val 

180 185 190 

tec tac gtc tgc gtg gat etc ctg ctg ate gcg acc ata acc cag ctg " 624 

115 



Ser Tyr Val Cys Val Asp Leu Leu Leu lie Ala Thr lie Thr Gin Leu 
195 200 205 

acc atg cac ttc aac ttt ata gcg aat gat ttg gag gcc tac gaa gga 672 
Thr Met His Phe Asn Phe lie Ala Asn Asp Leu Glu Ala Tyr Glu Gly 
210 215 220 

ggt gat cat acg gat gaa gaa aat ate aaa tac ctg cac aac ttg gtc 720 
Gly Asp His Thr Asp Glu Glu. Asn lie Lys Tyr Leu His Asn Leu Val 
225 230 235 240 

gtc tat cat gcc agg gcg ctg gac etc age gag gag gtc aac aac ata 7 68 
Val Tyr His Ala Arg Ala Leu Asp Leu Ser Glu Glu Val Asn Asn lie 
245 250 255 

ttc age ttc ctg ate ctg tgg aac ttt att gcc gca teg etc gtg att 816 
Phe Ser Phe Leu lie Leu Trp Asn Phe lie Ala Ala Ser Leu Val lie 
260 265 270 

tgc ttc get ggc ttt cag att aca gcc tea aat gtg gag gac ata ggg 864 
Cys Phe Ala Gly Phe Gin lie Thr Ala Ser Asn Val Glu Asp lie Gly 
275 280 285 

gtg tac ttc ata ttt ttt tea get teg ctg gtt caa gtc ttt aaa tgt 912 
Val Tyr Phe lie Phe Phe Ser Ala Ser Leu Val Gin Val Phe Lys Cys 
290 295 300 

tct ttt cag age tct egg att ggc cat teg gca ttt aat cag aac tgg 960 
Ser Phe Gin Ser Ser Arg lie Gly His Ser Ala Phe Asn Gin Asn Trp 
305 310 315 320 

ttg cca tgc age acc aaa tac aaa cgc ate ctg cag ttt att ate gcg 1008 
Leu Pro Cys Ser Thr Lys Tyr Lys Arg lie Leu Gin Phe lie lie Ala 
325 330 335 

cgc age cag aag ccc gcc tct ata aga ccg cct acc ttt cca ccc ata 1056 
Arg Ser Gin Lys Pro Ala Ser lie Arg Pro Pro Thr Phe Pro Pro lie 
340 345 350 

tct ttt aat acc ttt atg aag gta ate age atg teg tat cag ttt ttt 1104 
Ser Phe Asn Thr Phe Met Lys Val lie Ser Met Ser Tyr Gin Phe Phe 
355 360 365 

gca ctg etc cgc acc aca tat tat ggt 1131 
Ala Leu Leu Arg Thr Thr Tyr Tyr Gly 
370 375 



116 



in 



<210> 58 
<211> 377 
<212> PRT 

<213> Drosophila melanogaster 
<400> 58 

Met Thr Phe Tyr Lys Thr lie Gly Glu Asp Leu Tyr Ser Asp Arg Asp 
15 10 15 

Pro Asn Val lie Arg Arg Tyr Leu Leu Arg Phe Tyr Leu Val Leu Gly 
20 25 30 

Phe Leu Asn Phe Asn Ala Tyr Val Val Gly Glu lie Ala Tyr Phe lie 
35 40 45 

Val His lie Met Ser Thr Thr Thr Leu Leu Glu Ala Thr Ala Val Ala 
50 55 60 

Pro Cys lie Gly Phe Ser Phe Met Ala Asp Phe Lys Gin Phe Gly Leu 
65 70 75 80 

Thr Val Asn Arg Lys Arg Leu Val Arg Leu Leu Asp Asp Leu Lys Glu 
85 90 95 

lie Phe Pro Leu Asp Leu Glu Ala Gin Arg Lys Tyr Asn Val Ser Phe 
100 105 110 

Tyr Arg Lys His Met Asn Arg Val Met Thr Leu Phe Thr lie Leu Cys 
115 120 125 

Met Thr Tyr Thr Ser Ser Phe Ser Phe Tyr Pro Ala lie Lys Ser Thr 
130 135 140 

lie Lys Tyr Tyr Leu Met Gly Ser Glu lie Phe Glu Arg Asn Tyr Gly 
145 150 ■ 155 160 

Phe His lie Leu Phe Pro Tyr Asp Ala Glu Thr Asp -Leu Thr Val Tyr 
165 170 175 

Trp Phe Ser Tyr Trp Gly Leu Ala His Cys Ala Tyr Val Ala Gly Val 
180 185 190 

Ser Tyr Val Cys Val Asp Leu Leu Leu lie Ala Thr lie Thr Gin Leu 
195 200 205 

Thr Met His Phe Asn Phe lie Ala Asn Asp Leu Glu Ala Tyr Glu Gly 
210 215 220 
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Gly Asp His Thr 
225 

Val Tyr His Ala 



Phe Ser Phe Leu 
260 

Cys Phe Ala Gly 
275 

Val Tyr Phe lie 
290 

Ser Phe Gin Ser 
305 

Leu Pro Cys Ser 



Arg Ser Gin Lys 
340 

Ser Phe Asn Thr 
355 

Ala Leu Leu Arg 
370 




Asp Glu Glu Asn 
230 

Arg Ala Leu Asp 
245 

lie Leu Trp Asn 



Phe Gin lie Thr 
280 

Phe Phe Ser Ala 
295 

Ser Arg lie Gly 
310 

Thr Lys Tyr Lys 
325 

Pro Ala Ser lie 



Phe Met Lys Val 
360 

Thr Thr Tyr Tyr 

375 



lie Lys Tyr Leu 
235 

Leu Ser Glu Glu 
250 

Phe lie Ala Ala 
265 

Ala Ser Asn Val 



Ser Leu Val Gin 
300 

His Ser Ala Phe 
315 

Arg lie Leu Gin 
330 

Arg Pro Pro Thr 
345 

lie Ser Met Ser 



Gly 




His Asn Leu Val 
240 

Val Asn Asn lie 
255 

Ser Leu Val He 
270 

Glu Asp He Gly 
285 

Val Phe Lys Cys 



Asn Gin Asn Trp 
320 

Phe He He Ala 
335 

Phe Pro Pro He 
350 

Tyr Gin Phe Phe 
365 



<210> 59 

<211> 1161 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1161) 

<223> DOR 94D.1 

<400> 59 

atg gat aaa cac aag gat cgc att gaa tec atg cgc eta att ctt cag 48 
Met Asp Lys His Lys Asp Arg He Glu Ser Met Arg Leu He Leu Gin 
1 5 10 15 

gtc atg caa eta ttt ggc etc tgg ccg tgg tec ttg aaa teg gaa gag 96 
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Val Met Gin Leu Phe Gly Leu Trp Pro Trp Ser Leu Lys Ser Glu Glu 
20 25 30 

gag tgg act ttc acc ggt ttt gta aag cgc aac tat cgc ttc ctg etc 144 
Glu Trp Thr Phe Thr Gly Phe Val Lys Arg Asn Tyr Arg Phe Leu Leu 
35 40 45 

cat ctg ccc att acc ttc acc ttt att gga etc atg tgg ctg gag gcc. 192 
His Leu Pro lie Thr Phe Thr Phe lie Gly Leu Met Trp Leu Glu Ala 
50 55 60 

ttc ate teg age aat ctg gag cag get ggc cag gtt ctg tac atg tec 240 
Phe lie Ser Ser Asn Leu Glu Gin Ala Gly Gin Val Leu Tyr Met Ser 
65 70 75 80 

ate acc gag atg get ttg gtg gtg aaa ate ctg age att tgg cac tat 288 
lie Thr Glu Met Ala Leu Val Val Lys lie Leu Ser lie Trp His Tyr 
85 90 95 

cgc acc gaa get tgg egg ctg atg tac gaa etc caa cat get ccg gac 336 
Arg Thr Glu Ala Trp Arg Leu Met Tyr Glu Leu Gin His Ala Pro Asp 
100 105 110 

tac caa etc cac aac cag gag gag gta gac ttt tgg cgc egg gag caa 384 
Tyr Gin Leu His Asn Gin Glu Glu Val Asp Phe Trp Arg Arg Glu Gin 
115 120 125 

cga ttc ttc aag tgg ttc ttc tac ate tac att ctg att age ttg ggc 432 
Arg Phe Phe Lys Trp Phe Phe Tyr He Tyr He Leu' He Ser Leu Gly 
130 135 . 140 

gtg gta tat agt ggc tgc act gga gta ctt ttt ctg gag ggc tac gaa 480 
Val Val Tyr Ser Gly Cys Thr Gly Val Leu Phe Leu Glu Gly Tyr Glu 
145 150 155 160 

ctg ccc ttt gcc tac tac gtg ccc ttc gaa tgg cag aac gag aga agg 528 
Leu Pro Phe Ala Tyr Tyr Val Pro Phe Glu Trp Gin Asn Glu Arg Arg 
165 170 175 

tac tgg ttc gcc tat ggt tac gat atg gcg ggc atg acg ctg acc tgc 576 
Tyr Trp Phe Ala Tyr Gly Tyr Asp Met Ala Gly Met Thr Leu Thr Cys 
180 185 190 

ate tea aac att acc ctg gac acc ctg ggt tgc tat ttc ctg ttc cat 624 
He Ser Asn He Thr Leu Asp Thr Leu Gly Cys Tyr Phe Leu Phe His 
195 200 205 

ate tct ctt ttg tac cga ctg ctt ggt ctg cga ttg agg gaa acg aag 672 
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lie Ser Leu Leu Tyr Arg Leu Leu Gly Leu Arg Leu Arg Glu Thr Lys 
210 215 220 

aat atg aag aat gat acc att ttt ggc cag cag ttg cgt gcc ate ttc 720 
Asn Met Lys Asn Asp Thr lie Phe Gly Gin Gin Leu Arg Ala lie Phe 
225 ■ 230 235 ' 240 

att atg cat cag agg att.aga age eta acc ctg acc tgc cag aga ate 768 
lie Met His Gin Arg lie Arg Ser Leu Thr Leu Thr Cys Gin Arg lie 
245 250 255 

gta tct ccc tat ate eta tct cag ate att ttg agt gcc ctg ate ate 816 
Val Ser Pro Tyr lie Leu Ser Gin lie lie Leu Ser Ala Leu lie lie 
260 265 270 

tgc ttt agt gga tac cgc ttg cag cat gtg gga att cgc gat aat ccc 864 
Cys Phe Ser Gly Tyr Arg Leu Gin His Val Gly lie Arg Asp Asn Pro 
275 280 285 

ggc cag ttt ata tec atg ttg cag ttt gtc agt gtg atg ate ctg cag 912 
Gly Gin Phe lie Ser Met Leu Gin Phe Val Ser Val Met lie Leu Gin 
290 295 300 

att tac ttg ccc tgc tac tat gga aac gag ata acc gtg tat gcc aat 960 
lie Tyr Leu Pro Cys Tyr Tyr Gly Asn Glu lie Thr Val Tyr Ala Asn 
305 310 315 320 

cag ctg acc aac gag gtt tac cat acc aat tgg ctg gaa tgt egg cca 1008 
Gin Leu Thr Asn Glu Val Tyr His Thr Asn Trp Leu Glu Cys Arg Pro 
325 330 335 

ccg att cga aag tta etc aat gcc tac atg gag cac ctg aag aaa ccg 1056 
Pro lie Arg Lys Leu Leu Asn Ala Tyr Met Glu His Leu Lys Lys Pro 
340 345 350 

gtg acc ate egg get ggc aac tac ttc gcc gtg gga eta cca att ttt 1104 
Val Thr lie Arg Ala Gly Asn Tyr Phe Ala Val Gly Leu Pro lie Phe 
355 360 365 

gtt aag acc ate aac aac gcc tac agt ttc ttg get tta tta eta aat 1152 
Val Lys Thr lie Asn Asn Ala Tyr Ser Phe Leu Ala Leu Leu Leu Asn 
370 375 380 

gta teg aat 1161 

Val Ser Asn 

385 
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<210> 60 
<211> 387 
<212> PRT 

<213> Drosophila melanogaster 
<400> 60 

Met Asp Lys His Lys Asp Arg lie Glu Ser Met Arg Leu lie Leu Gin 
15 10 15 

Val Met Gin Leu Phe Gly Leu Trp Pro Trp Ser Leu Lys Ser Glu Glu 
20 25 30 

Glu Trp Thr Phe Thr Gly Phe Val Lys Arg Asn Tyr Arg Phe Leu Leu 
35 40 45 

His Leu Pro lie Thr Phe Thr Phe lie Gly Leu Met Trp Leu Glu Ala 
50 55 60 

Phe lie Ser Ser Asn Leu Glu Gin Ala Gly Gin Val Leu Tyr Met Ser 
65 70 75 80 

-lie Thr Glu Met Ala Leu -Val' Val Lys lie Leu Ser lie Trp His Tyr 
85 90 95 

Arg Thr Glu Ala Trp Arg Leu Met Tyr Glu Leu Gin His Ala Pro Asp 
100 105 110 

. Tyr Gin Leu His Asn Gin Glu Glu Val Asp Phe Trp Arg Arg Glu Gin 
115 120 125 

Arg Phe Phe Lys Trp Phe Phe Tyr lie .Tyr lie Leu lie Ser Leu Gly 
130 135 140 

Val Val Tyr Ser Gly Cys Thr Gly Val Leu Phe Leu Glu Gly Tyr Glu 
145 150 155 160 

Leu Pro Phe Ala Tyr Tyr Val Pro Phe Glu Trp Gin Asn Glu Arg Arg 
165 170 175 

Tyr Trp Phe Ala Tyr Gly Tyr Asp Met Ala Gly Met Thr Leu Thr Cys 
180 185 190 

lie Ser Asn lie Thr Leu Asp Thr Leu Gly Cys Tyr Phe Leu Phe His 
195 200 205 

lie Ser Leu Leu ' Tyr Arg Leu Leu Gly Leu Arg Leu Arg Glu Thr Lys 
210 215 220 
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Asn Met Lys Asn 
225 

lie Met His Gin 



Val Ser Pro Tyr 
260 

Cys Phe Ser Gly 
275 

Gly Gin Phe He 
290 

He Tyr Leu Pro 
305 

Gin Leu Thr Asn 



Pro He Arg Lys 
340 

Val Thr He. Arg 
355 

Val Lys Thr He 
370 



Asp Thr He Phe 
230 

Arg He Arg Ser 
245 

He Leu Ser Gin 



Tyr Arg Leu Gin 
280 

Ser Met Leu Gin 
295 

Cys Tyr Tyr Gly 
310 

Glu Val Tyr His 

.325 , 

Leu Leu Asn Ala 



Ala Gly Asn Tyr 
360 

Asn Asn Ala Tyr 
375 



Gly Gin Gin Leu 
235 

Leu Thr Leu Thr 
250 

He He Leu Ser 
265 

His Val Gly He 

Phe Val Ser Val 
300 

Asn Glu He Thr 
315 ' 

Thr Asn Trp Leu 
330 

Tyr Met Glu His 
345 

Phe Ala Val Gly 



Ser Phe Leu Ala 
380 



Arg Ala He Phe 
240 

Cys Gin Arg He 
255 

Ala Leu lie lie 
270 

Arg Asp Asn Pro 
285 

Met He Leu Gin 



Val Tyr Ala Asn 
320 

Glu Cys Arg Pro 
335 

Leu Lys Lys Pro 
350 

Leu Pro He Phe 
365 

Leu Leu Leu Asn 



Val Ser Asn 
385 



<210> 61 
<211> 1101 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1101) 

<400> 61 

atg gag tct aca aat cgc eta agt gec ate caa aca ctt tta gta ate 
Met Glu Ser Thr Asn Arg Leu Ser Ala He Gin Thr Leu Leu Val He 
1 5 10 15 

122 



(13 




(1H 



ctt ttc agg ctt ttg gga atg cga ctg gag gcc ttg aaa aat gca gcc 672 

Leu Phe Arg Leu Leu Gly Met Arg Leu Glu Ala Leu Lys Asn Ala Ala 
210 215 220 

gaa gag aaa gcc aga ccg gag ttg cgc cgc att ttc caa ctg cac act 720 

Glu Glu Lys Ala Arg Pro Glu Leu Arg Arg lie Phe Gin Leu His Thr 

225 230 235 240 

aaa gtc cgc cga ttg acg agg gaa tgc gaa gtg tta gtt tea ccc tat 768 

Lys Val Arg Arg Leu Thr Arg Glu Cys Glu Val Leu Val Ser Pro Tyr 

245 250 255 

gtt eta' tec caa gtg gtc ttc agt gcc ttc ate ate tgc ttc agt gcc 816 

Val Leu Ser Gin Val Val Phe Ser Ala Phe lie lie Cys Phe Ser Ala 

260 265 270 

tat cga ctg gtg cac atg ggc ttc aag cag cga cct gga etc ttc gtg 864 

Tyr Arg Leu Val His Met Gly Phe Lys Gin Arg Pro Gly Leu Phe Val 
275 280 285 

ace ace gtg caa ttc gtg gcc gtc atg ate gtc cag att ttc ttg ccc 912 

Thr Thr Val Gin Phe Val Ala Val Met lie Val Gin lie Phe Leu Pro 
290 295 300 

tgt tac tac ggc aat gag ttg ace ttt cat gcc aat gca etc act aat 960 

Cys Tyr Tyr Gly Asn Glu Leu Thr Phe His Ala Asn Ala Leu Thr Asn 

305 310 ( 315 320 

agt gtc ttc ggt acc aat tgg ctg gag tac tec gtg ggc act cgc aag 1008 

Ser Val Phe Gly Thr Asn Trp Leu Glu Tyr Ser Val Gly Thr Arg Lys 

325 330 335 

ctg ctt aac tgc tac atg gag ttc etc aag cga ccg gtt aaa acc ate 1056 

Leu Leu Asn Cys Tyr Met Glu Phe Leu Lys Arg Pro Val Lys Thr lie 

340 345 350 

aac aat gcc tac agt ttc ttc gcc ctg ctg eta aag ata tec aag 1101 

Asn Asn Ala Tyr Ser Phe Phe Ala Leu Leu Leu Lys lie Ser Lys 
355 360 365 



<210> 62 
<211> 367 
<212> PRT 

<213> Drosophila melanogaster 
<400> 62 

124 



Met Glu Ser Thr Asn Arg Leu Ser Ala lie Gin Thr Leu Leu Val lie 
1 5 10 15 

Gin Arg Trp lie Gly Leu Leu Lys Trp Glu- Asn Glu Gly Glu Asp Gly 
20 25 30 

Val Leu Thr Trp Leu Lys Arg lie Tyr Pro Phe Val Leu His Leu Pro 
35 40 45 

Leu Thr Phe Thr Tyr lie Ala Leu Met Trp Tyr Glu Ala lie Thr Ser 
50 55 60 

Ser Asp Phe Glu Glu Ala Gly Gin Val Leu Tyr Met Ser lie Thr Glu 
65 70 75 80 

Leu Ala Leu Val Thr Lys Leu Leu Asn lie Trp Tyr Arg Arg His Glu 
85 90 95 

Ala Ala Ser Leu lie His Glu Leu Gin His Asp Pro Ala Phe Asn Leu 
100 105 110 

Arg Asn Ser Glu Glu lie Lys Phe Trp Gin Gin Asn Gin Arg Asn Phe 
115 120 125 

Lys Arg lie Phe Tyr Trp Tyr lie Trp Gly Ser Leu Phe Val Ala Val 
130 135 140 

Met Gly Tyr lie Ser Val Phe Phe Gin Glu Asp Tyr Glu Leu Pro Phe 
145 150 155 160 

Gly Tyr Tyr Val Pro Phe Glu . Trp Arg Thr Arg Glu Arg Tyr Phe Tyr 
165 170 175 

Ala Trp Gly Tyr Asn Val Val Ala Met Thr Leu Cys Cys Leu Ser Asn 
180 185 190 

lie Leu Leu Asp Thr Leu Gly Cys Tyr Phe Met Phe His lie Ala Ser 
195 200 205 

Leu Phe Arg Leu Leu Gly Met Arg Leu Glu Ala Leu Lys Asn Ala Ala 
210 215 - 220 

Glu Glu Lys Ala Arg Pro Glu Leu Arg Arg lie Phe Gin Leu His Thr 
225 230 235 240 



Lys Val Arg Arg Leu Thr Arg Glu Cys Glu Val Leu Val Ser Pro Tyr 
245 250 255 
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Val Leu Ser Gin Val Val Phe Ser Ala Phe lie lie Cys Phe Ser Ala 

260 265 270 

Tyr Arg Leu Val His. Met Gly Phe Lys Gin Arg Pro Gly Leu Phe Val 

275 280 285 

Thr Thr Val Gin Phe Val Ala Val Met lie Val Gin lie Phe Leu Pro 
290 295 300 

Cys Tyr Tyr Gly Asn Glu Leu Thr Phe His Ala Asn Ala Leu Thr Asn 
305 310 315 320 

Ser Val Phe Gly Thr Asn Trp Leu Glu Tyr Ser Val Gly Thr Arg Lys 

325 330 335 

Leu Leu Asn Cys Tyr Met Glu Phe Leu Lys Arg Pro Val Lys Thr lie 

340 345 350 

Asn Asn Ala Tyr Ser Phe Phe Ala Leu Leu Leu Lys lie Ser Lys 



*i3 355 360 365 



<210> 63 
<211> 1095 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1095) 

<223> DORLU 1.1 

<400> 63 

atg tgg etc ate gga tgg att ccg ccg aag gag gga gtc ctg cgc tac 48 
Met Trp Leu lie Gly Trp lie Pro Pro Lys Glu Gly Val Leu Arg Tyr 
1 " 5 10 15 

gtg tat etc ttc tgg acc tgc gtg ccc ttc gee ttc ggg gtg ttt tac 96 
Val Tyr Leu Phe Trp Thr Cys Val Pro Phe Ala Phe Gly Val Phe Tyr 
20 25 30 

ctg ccc gtg ggc ttc ate ate age tac gtg cag gag ttc aag aac ttc 144 
Leu Pro Val Gly Phe lie lie Ser Tyr Val Gin Glu Phe Lys Asn Phe 
35 40 45 

acg ccg ggc gag ttc ctt acc teg ctg cag gtg tgc ate aat gtg tat 192 
Thr Pro Gly Glu Phe Leu Thr Ser Leu Gin Val Cys lie Asn Val Tyr 
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50 55 60 

ggc gcc teg gtg aag tec ace ate acc tac etc ttc etc tgg cga ctg 240 
Gly Ala Ser Val Lys Ser Thr lie Thr Tyr Leu Phe Leu Trp Arg Leu 
65 70 75 80 

cgc aag acg ^ag ate ctt ctg gac tec ctg gac aag agg ctg gcg aac 288 
Arg Lys Thr Glu lie Leu Leu Asp Ser Leu Asp Lys Arg Leu Ala Asn 
85 90 95 

gac age gat cgc gag agg ate cac aat atg gtg gcg cgc tgc aac tac 336 
Asp Ser Asp Arg Glu Arg lie His Asn Met Val Ala Arg Cys Asn Tyr 
100 * 105 110 

gcc ttt etc ate tac age ttc ate tac tgc gga tac gcg ggt tec act 384 
Ala Phe Leu lie Tyr Ser Phe lie Tyr Cys Gly Tyr Ala Gly Ser Thr 
115 120 125 

ttc ctg tec tac gcc etc agt ggt cgt cct ccg tgg tec gtc tac aat 432 
Phe Leu Ser Tyr Ala Leu Ser Gly Arg Pro Pro Trp Ser Val Tyr Asn 
130 135 . 140 

ccc ttc ate gat tgg cgc gat ggc atg ggc age ctg tgg ate cag gcc 480 
Pro Phe lie Asp Trp Arg Asp Gly Met Gly Ser Leu Trp lie Gin Ala 
145 150 155 160 

ata ttc gag tac ate acc atg tec ttc gcc gtg ctg cag gac cag eta 528 
lie Phe Glu Tyr lie Thr Met Ser Phe Ala Val Leu Gin Asp Gin Leu 
165 170 175 

tec gac acg tat ccc ctg atg ttc acc att atg ttc egg gcc cac atg 576 
Ser Asp Thr Tyr Pro Leu Met Phe Thr lie Met Phe Arg Ala His Met 
180 185 190 

gag gtc etc aag gat cac gtg egg age ctg cgc atg gat ccc gag cgc 624 
Glu Val Leu Lys Asp His Val Arg Ser Leu Arg Met Asp Pro Glu Arg 
195 200 205 

agt gag gca gac aac tat cag gat ctg gtg aac tgc gtg ctg gac cac 672 
Ser Glu Ala Asp Asn Tyr Gin Asp Leu Val Asn Cys Val Leu Asp His 
210 215 220 

aag act ata ctg aaa tgc tgt gac atg att cgc ccc atg ata tec cgc 720 
Lys Thr lie Leu Lys Cys Cys Asp Met lie Arg Pro Met lie Ser Arg 
225 230 235 240 

acc ate ttc gtg caa ttc gcg ctg att ggt tec gtt ttg ggc ctg acc 7 68 
Thr He Phe Val Gin Phe Ala Leu He Gly Ser Val Leu Gly Leu Thr 
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2'45 250 255 

ctg gtg aac gtg ttc ttc ttc teg aac ttc tgg aag ggc gtg gec teg 816 

Leu Val Asn Val Phe Phe Phe Ser Asn Phe Trp Lys Gly Val Ala Ser 
260 265 270 

etc ctg ttc gtc ate ace ate ctg ctg cag ace ttc ccg ttc tgc tac 864 

Leu Leu Phe Val lie Thr lie Leu Leu Gin Thr Phe Pro Phe Cys Tyr 
275 280 285 

ace tgc aac atg ctg ate gac gat gee cag gat ctg tec aac gag att 912 

Thr Cys Asn Met Leu lie Asp Asp Ala Gin Asp Leu Ser Asn Glu lie 
290 295 300 

ttc cag tec aac tgg gtg gac gcg gag ccg cgc tac aag gcg acg ctg 960 

Phe Gin Ser Asn Trp Val Asp Ala Glu Pro Arg Tyr Lys Ala Thr Leu 
305 310 315 320 

gtg ctc ttc at 9 cac cat gtt cag cag ccc ata ate ttc att gee gga 1008 

; ,|J Val Leu Phe Met His His Val Gin Gin Pro lie lie Phe lie Ala Gly 

:=p 325 330 335 

ggc ate ttt ccc ate tct atg aac age aac ata ace gta agg att act 1056 

1|1 Gly lie Phe Pro lie Ser Met Asn Ser Asn lie Thr Val Arg lie Thr 

;^ 340 345 350 

^ * tct ttc ctg cca act gee tac ttc aca ttt gac cca ttt 1095 

}^ Ser Phe Leu Pro Thr Ala Tyr Phe Thr Phe Asp Pro Phe 

% 355 360 365 



<210> 64 . 
<211> 365 
<212> PRT 

<213> Drosophila melanogaster 
<400> 64 

Met Trp Leu lie Gly Trp lie Pro Pro Lys Glu Gly Val Leu Arg Tyr 
15 10 15 

Val Tyr Leu Phe Trp Thr Cys Val Pro Phe Ala Phe Gly Val Phe Tyr 
2 0 25 30 

Leu Pro Val Gly Phe lie lie Ser Tyr Val Gin Glu Phe Lys Asn Phe 
35 40 45 

Thr Pro Gly Glu Phe Leu Thr Ser Leu Gin Val Cys lie Asn Val Tyr 
50 .55 60 
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.Gly Ala Ser Val Lys Ser Thr lie Thr Tyr Leu Phe Leu Trp Arg Leu 
65 . 70 75 80 

Arg Lys Thr Glu lie Leu Leu Asp Ser Leu Asp Lys. Arg Leu Ala Asn 
85 90 95 

Asp Ser Asp Arg Glu Arg lie His Asn Met Val Ala Arg Cys Asn Tyr 
100 105 110 

Ala Phe Leu lie Tyr Ser Phe lie Tyr Cys Gly Tyr Ala Gly Ser Thr 
115 120 125 

Phe Leu Ser Tyr Ala Leu Ser Gly Arg Pro Pro Trp Ser Val Tyr Asn 
130 135 140 

Pro Phe lie Asp Trp Arg Asp Gly Met Gly Ser Leu Trp lie Gin Ala 
145 150 155 160 

lie Phe Glu Tyr lie Thr Met Ser Phe Ala Val Leu Gin Asp Gin Leu 
165 170 175 

Ser Asp Thr Tyr Pro Leu Met Phe Thr ile Met Phe Arg Ala His Met 
180 185 190 

Glu Val Leu Lys Asp His Val Arg Ser Leu Arg Met Asp Pro Glu Arg 
195 200 205 

Ser Glu Ala Asp Asn Tyr Gin Asp Leu Val Asn Cys Val Leu Asp His 
210 215 220 

Lys Thr Ile Leu Lys Cys Cys Asp Met Ile Arg Pro Met Ile Ser Arg 
225 230 235 240 

Thr Ile Phe Val Gin Phe Ala Leu Ile Gly Ser Val Leu Gly Leu Thr 
245 250 255 

Leu Val Asn Val Phe Phe Phe Ser Asn Phe Trp Lys Gly Val Ala Ser 
260 265 270 

Leu Leu Phe Val Ile Thr Ile Leu Leu Gin Thr Phe Pro Phe Cys Tyr 
275 280 285 

Thr Cys Asn Met Leu Ile Asp Asp Ala Gin Asp Leu Ser Asn Glu Ile 
290 295 300 

Phe Gin Ser Asn Trp Val Asp Ala Glu Pro Arg Tyr Lys Ala Thr Leu 
305 310 315 320 
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Val Leu Phe Met 



Gly lie Phe Pro 
340 

Ser Phe Leu Pro 
355 




His His Val Gin 
325 

lie Ser Met Asn 

Thr Ala Tyr Phe 
360 



Gin Pro lie lie 
330 

Ser Asn lie Thr 
345 

Thr Phe Asp Pro 




Phe lie Ala Gly 
335 

Val Arg lie Thr 
350 

Phe 
365 



<210> 65 
<211> 1233 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1233) 

<223> DORLU 2.1 

<400> 65 

atg acc aag ttc ttc ttc aag cgc ctg caa act get cca ctt gat cag 48 

Met Thr Lys Phe Phe Phe Lys Arg Leu Gin Thr Ala Pro Leu Asp Gin 
1 5 10 15 

gag gtg agt tec ctt gat gec age gac tac tac tac cgc ate gca ttt 96 
Glu Val Ser Ser Leu Asp Ala Ser Asp Tyr Tyr Tyr Arg lie Ala Phe 
20 25 30 

ttc ctg ggc tgg acc ccg ccc aag ggg get ctg etc cga tgg ate tac 144 
Phe Leu Gly Trp Thr Pro Pro Lys Gly Ala Leu Leu Arg Trp lie Tyr 
35 40 45 

tec ctg tgg act ctg acc acg atg tgg ctg ggt ate gtg tac ctg ccg 192 
Ser Leu Trp Thr Leu Thr Thr Met Trp Leu Gly lie Val Tyr Leu Pro 
50 55 60 

etc gga ctg age etc acc tat gtg aag cac ttc gat aga ttc acg ccg 240 
Leu Gly Leu Ser Leu Thr Tyr Val Lys His Phe Asp Arg Phe Thr Pro 
65 70 75 80 

acg gag ttc ctg acc tec ctg cag gtg gat ate aac tgc ate ggg aac 288 
Thr Glu Phe Leu Thr Ser Leu Gin Val Asp lie Asn Cys lie Gly Asn 
85 90 95 

gtg ate aag tea tgc gta act tat tec cag atg tgg cgt ttt cgc egg 336 

130 
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Val lie Lys Ser Cys Val Thr Tyr Ser Gin Met Trp Arg Phe Arg Arg 
100 105 110 

atg aat gag ctt ate teg tec ctg gac aag aga tgt gtg act acg aca 384 
Met Asn Glu Leu lie Ser Ser Leu Asp Lys Arg Cys Val Thr Thr Thr 
115 120 125 

cag cgt cga att ttc cat aag atg gtg gca egg gtt aat etc ate gtg 432 
Gin Arg Arg lie Phe His Lys Met Val Ala Arg Val Asn Leu lie Val 
130 135 140 

att ctg ttc ttg tec acg tac ttg ggc ttc tgc ttt eta act ctg ttc 480 
lie Leu Phe Leu Ser Thr Tyr Leu Gly Phe Cys Phe Leu Thr Leu Phe 
145 150 155 160 

act teg gtt ttc get ggc aaa get cct tgg cag ctg tac aac cca ctg 528 
Thr Ser Val Phe Ala Gly Lys Ala Pro Trp Gin Leu Tyr Asn Pro Leu 
165 170 175 

gtg gac tgg egg aaa ggc cat tgg cag eta tgg att gec tec ate ctg 576 
Val Asp Trp Arg Lys Gly His Trp Gin Leu Trp lie Ala Ser lie Leu 
180 185 190 

gag tac tgt gtg gtc tec att ggc ace atg cag gag ttg atg tec gac 624 
Glu Tyr Cys Val Val Ser lie Gly Thr Met Gin Glu Leu Met Ser Asp 
195 200 205 

ace tac gee ata gtg ttc ate tec ttg ttc cgc tgc cac ctg get att 672 
Thr Tyr Ala lie Val Phe lie Ser Leu Phe Arg Cys His Leu Ala lie 
210 215 220 

etc aga gat cgc ata get aat ctg egg cag gat ccg aaa etc agt gag 720 
Leu Arg Asp Arg lie Ala Asn Leu Arg Gin Asp Pro Lys Leu Ser Glu 
225 230 235 240 

atg gaa cac tat gag cag atg gtg gee tgc att cag gat cat cga ace 768 
Met Glu His Tyr Glu Gin Met Val Ala Cys He Gin Asp His Arg Thr 
245 250 255 

ate ata cag tgc tec cag att att cga ccc ate ctg teg ate act ate 816 
He He Gin Cys Ser Gin He He Arg Pro He Leu Ser He Thr He 
260 265 270 

ttt gee cag ttc atg ctg gtt ggc att gac ttg ggt ctg gcg gee ate 864 
Phe Ala Gin Phe Met Leu Val Gly He Asp Leu Gly Leu Ala Ala He 
275 280 285 

age ate etc ttc ttt ccg aac ace att tgg acg ate atg gca aac gtg 912 
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Ser lie Leu Phe Phe Pro Asn Thr lie Trp Thr lie Met Ala Asn Val 

290 295 300 

teg ttc ate gtg gec ate tgt aca gag tec ttt cca tgc tgc atg etc 960 

Ser Phe lie Val Ala lie Cys Thr Glu Ser Phe Pro Cys Cys Met Leu 

305 310 315 320 

tgc gag cat ctg ate gag gac tec gtc cat gtg age aac gec ctg ttc 1008 

Cys Glu His Leu lie Glu Asp Ser Val His Val Ser Asn Ala Leu Phe 
325 330 335 

cac tea aac tgg ata acc gcg gac agg age tac aag teg gcg gtt ctg 1056 

His Ser Asn Trp lie Thr Ala Asp Arg Ser Tyr Lys Ser Ala Val Leu 
340 345 350 

tat ttc ctg cac egg get cag caa ccc att caa ttc acg gee ggc tec 1104 

Tyr Phe Leu His Arg Ala Gin Gin Pro lie Gin Phe Thr Ala Gly Ser 

355 360 365 

$Q ata ttt ccc att teg gtg cag age aac ata gee gtg gee aag ttc gcg 1152 

:: p . He Phe Pro He Ser Val Gin Ser Asn lie Ala Val Ala Lys Phe Ala 

■=0 370 375 380 

¥j ttc aca ate ate aca ate gtg aac caa atg aat ctg ggc gag aag ttc 1200 

y z Phe Thr He He Thr He Val Asn Gin Met Asn Leu Gly Glu Lys Phe 

^ 385 390 395 400 

£7 ttc agt gac agg age aat ggc gat ata aat cct 1233 

PI Phe Ser Asp Arg Ser Asn Gly Asp He Asn Pro 

m 405 410 



<210> 66 
<211> 411 
<212> PRT 

<213> Drosophila melanogaster 
<400> 66 

Met Thr Lys Phe Phe Phe Lys Arg Leu' Gin Thr Ala Pro Leu Asp Gin 
15 10 15 

Glu Val Ser Ser Leu Asp Ala Ser Asp Tyr Tyr Tyr Arg He Ala Phe 
20 25 30 

Phe Leu Gly Trp Thr Pro Pro Lys Gly Ala Leu Leu Arg Trp He Tyr 
35 40 45 

Ser Leu Trp Thr Leu Thr Thr Met Trp Leu Gly lie Val Tyr Leu Pro 
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50 



55 



60 



Leu Gly Leu Ser Leu Thr Tyr Val Lys His Phe Asp Arg Phe Thr Pro 
65 70 75 80 

Thr Glu Phe Leu Thr Ser Leu Gin Val Asp lie Asn Cys lie Gly Asn 
85 90 95 

Val lie Lys Ser Cys Val Thr Tyr Ser Gin Met Trp Arg Phe Arg Arg 
100 105 110 

Met Asn Glu Leu lie Ser Ser Leu Asp Lys Arg Cys Val Thr Thr Thr 
115 120 125 

Gin Arg Arg. lie Phe His Lys Met Val Ala Arg Val Asn Leu lie Val 
130 135 140 

lie Leu Phe Leu Ser Thr Tyr Leu Gly Phe Cys Phe Leu Thr Leu Phe 
145 150 155 160 

t= ' Thr Ser Val Phe Ala Gly Lys Ala Pro Trp Gin Leu Tyr Asn Pro Leu 
% 165 170 175 

Iff Val Asp Trp Arg Lys Gly His Trp Gin Leu Trp lie Ala Ser lie Leu 

: >J 180 185 190 

3 Glu Tyr Cys Val Val Ser lie Gly Thr Met Gin Glu Leu Met Ser Asp 

Q 195 200 205 



m 



Thr Tyr Ala lie Val Phe lie Ser Leu Phe Arg Cys His Leu Ala lie 
210 215 220 



Leu Arg Asp Arg lie Ala Asn Leu Arg Gin Asp Pro Lys Leu Ser Glu 
225 230 235 240 

Met Glu His Tyr Glu Gin Met Val Ala Cys lie Gin Asp His Arg Thr 
245 250 255 

lie lie Gin Cys Ser Gin lie lie Arg Pro lie Leu Ser lie Thr lie 

260 . 265 270 

Phe Ala Gin Phe Met Leu Val Gly lie Asp Leu Gly Leu Ala Ala lie 
275 280 285 

Ser lie Leu Phe Phe Pro Asn Thr lie Trp Thr lie Met Ala Asn Val 
290 295 300 



Ser Phe lie Val Ala lie Cys Thr Glu Ser Phe Pro Cys Cys Met Leu 
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305 310 315 320 

Cys Glu His Leu lie Glu Asp Ser Val His Val Ser Asn Ala Leu Phe 
325 330 335 

His Ser Asn Trp lie Thr Ala Asp Arg Ser Tyr Lys Ser Ala Val Leu 
340 345 350 

Tyr Phe Leu His Arg Ala Gin Gin Pro He Gin Phe Thr Ala Gly Ser 
355 360 365 

He Phe Pro He Ser Val Gin Ser Asn He Ala Val Ala Lys Phe Ala 
370 375 380 

Phe Thr He He Thr He Val Asn Gin Met Asn Leu Gly Glu Lys Phe 
385 390 395 400 

Phe Ser Asp Arg Ser Asn Gly Asp He Asn Pro 
405 410 



<210> 67 
<211> 1191 
<212> DNA 

<213> Drosophila melanogaster 

<220> 
<221> CDS 
<222> (1) . . (1191) 
<223> DORLU 4.1 

<400> 67 

atg att ttt aag tac att caa gag cca gtc ctt gga tec tta ttt cga 48 
Met He Phe Lys Tyr He Gin Glu Pro Val Leu Gly Ser Leu Phe Arg 
1 5 10 15 

tec egg gat teg ctg ate tac tta aac aga tec ata gat caa atg gga 96 
Ser Arg Asp Ser Leu He Tyr Leu Asn Arg Ser He Asp Gin Met Gly 
20 25 30 

tgg aga ctg ccg cca cga act aag ccg tac tgg tgg etc tat tac att 144 
Trp Arg Leu Pro Pro Arg Thr Lys Pro Tyr Trp Trp Leu Tyr Tyr He 
35 40 45 

tgg aca ttg gtg gtc ata gta etc gtc ttt ate ttt ata ccc tat gga 192 
Trp Thr Leu Val Val He Val Leu Val Phe He Phe He Pro Tyr Gly 
50 55 60 
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7^5 





ct g 


at a 


atg 


act 


aaa 


ata 


aaq 


qaa 

^ ^ 


ttc 


aag 


aac 


ttc 


acg 


ace 


acg 


gat 


240 




Leu 


He 


Met 


Thr 


Gly 


He 


Lys 


Glu 


Phe 


Lys 


Asn 


Phe 


Thr 


Thr 


Thr 


Asp 






65 










70 










75 










80 






ctq 


ttt 


acq 


tat 


gt c 


cag 


gtg 


ccg 


gtt 


aac 


ace 


aat 


get 


teg 


ate 


atg 


288 




Leu 


Phe 


Thr 


Tyr 


Val 


Gin 


Val 


Pro 


Val 


Asn 


Thr 


Asn 


Ala 


Ser 


He 


Met 














85 










90 










95 








aag 


aac 

y ^ v_ 


att 


ata 


ata 


ttq 


ttt 


ata 


cqq 


cqq 


cqa 


ttt 


tea 


aaa 


act 


caq 


336 




Lys 


Gly 


He 


He 


Val 


Leu 


Phe 


Met 


Arg 


Arg 


Arg 


Phe 


Ser 


Arg 


Ala 


Gin 












100 










105 










110 










aaq 


atq 


ata 


qac 


qcc 


atg 


gac 


att 


cga 


tgc 


ace 


aag 


atg 


gag 


gag 


aaa 


384 




Lys 


Met 


Met 


Asp 


Ala 


Met 


Asp 


He 


Arg 


Cys 


Thr 


Lys 


Met 


Glu 


Glu 


Lys 










115 










120 










125 












gt c 


caa 


ata 


cac 


cqa 


aca 


qca 


qcc 


tta 


tqc 


aat 


cqt 


gtt 


gtt 


gtg 


att 


432 




Val 


Gin 


Val 


His 


Arg 


Ala 


Ala 


Ala 


Leu 


Cys 


Asn 


Arg 


Val 


Val 


Val 


lie 








130 










135 










140 














tac 


cat 


t gc 


ata 


tac 


ttc 


qqc 


tat 


eta 


tec 


atq 


qcc 


tta 


acc 


qqa 


get 


480 




Tyr 


His 


Cys 


He 


Tyr 


Phe 


Gly 


Tyr 


Leu 


Ser 


Met 


Ala 


Leu 


Thr 


Gly 


Ala 






145 










150 










155 










160 






ct g 


at cr 


att 


3 ^3 13 


aag 


act 


cca 


ttc 


tqt 


ttq 


tac 


aat 


cca 


ctg 


gtt 


aac 


528 




Leu 


Val 


He 


Gly 


Lys 


Thr 


Pro 


Phe 


Cys 


Leu 


Tyr 


Asn 


Pro 


Leu 


Val 


Asn 














165 










170 










175 






yy 


ccc 


qac 


qat 


cat 


ttc 


tat 


ctg 


gcc 


act 


gcc 


att 


gaa 


teg 


gtc 


acc 


atg 


576 




Pro 


Asp 


Asp 


His 


Phe 


Tyr 


Leu 


Ala 


Thr 


Ala 


He 


Glu 


Ser 


Val 


Thr 


Met 












180 










185 










190 










act 


aac 


att 


att 


ctg 


gcc 


aat 


etc 


att 


ttg 


gac 


gta 


tat 


ccc 


ate 


. ata 


624 




Ala 


Gly 


He 


He 


Leu 


Ala 


Asn 


Leu 


He 


Leu 


Asp 


Val 


Tyr 


Pro 


He 


He 










195 










200 










205 












tat 


ata 


qtc 


qtt 


ctq 


cqq 


ate 


cac 


atq 


gag 


etc 


ttg 


agt 


gag 


cga' 


ate 


672 




Tyr 


Val 


Val 


Val 


Leu 


Arg 


He 


His 


Met 


Glu 


Leu 


Leu 


Ser 


Glu 


Arg 


He 








210 










215 










220 














aag 


acg 


ctg 


cgt 


act 


gat 


gtg 


gaa 


aaa 


ggc 


gac 


gat 


caa 


cat 


tat 


gcc 


720 




Lys 


Thr 


Leu 


Arg 


Thr 


Asp 


Val 


Glu 


Lys 


Gly 


Asp 


Asp 


Gin 


His 


Tyr 


Ala 






225 










230 










235 










240 






gag 


ctg 


gtg 


gag 


tgt 


gta 


aag 


gat 


cac 


aag 


eta 


att 


gtc 


gaa 


tat 


gga 


768 




Glu 


Leu 


Val 


Glu 


Cys 


Val 


Lys 


Asp 


His 


Lys 


Leu 


He 


Val 


Glu 


Tyr 


Gly 





245 250 255 
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aac act ctg cgt ccc atg ata tec gee acg atg ttc ate caa eta eta 816 
Asn Thr Leu Arg Pro Met lie Ser Ala Thr Met Phe lie Gin Leu Leu 
260 265 270 

tec gtt ggc tta ctt ttg ggt ctg gca gcg gtg tec atg cag ttc tat 864 
Ser Val Gly Leu Leu Leu Gly Leu Ala Ala Val Ser Met Gin Phe Tyr 
275 280 285 

aac acc gta atg gag cgt gtt gtc tcc'ggg gtc tac acc ata gec att 912 
Asn Thr Val Met Glu Arg Val Val Ser Gly Val Tyr Thr lie. Ala lie 
290 295 300 

eta tec cag acc ttt cca ttt tgc tat gtc tgt gag cag ctg age age 960 
Leu Ser Gin Thr Phe Pro Phe Cys Tyr Val Cys Glu Gin Leu Ser Ser 
305 310 315 320 

gat tgc gaa tec ctg acc aac aca ctg ttc cat tec aag tgg att gga 1008 
Asp Cys Glu Ser Leu Thr Asn Thr Leu Phe His Ser Lys Trp He Gly 
325 330 335 

get gag cga cga tac aga acc acg atg ttg tac ttc att cac aat gtt 1056 
Ala Glu Arg Arg Tyr Arg Thr Thr Met Leu Tyr Phe He His Asn Val 
340 345 350 ' 

cag cag teg att ttg ttc act gcg ggc gga att ttc ccc ata tgt eta 1104 
Gin Gin Ser He Leu Phe Thr Ala Gly Gly He Phe Pro He Cys Leu 
355 360 365 

aac acc aat ata aag atg gec aag ttc get ttc tea gtg gtg acc att 1152 
Asn Thr Asn He Lys Met Ala Lys Phe Ala Phe Ser Val Val Thr He 
370 375 380 

gta.<a/at gag atg gac ttg gec gag aaa ttg aga agg gag 1191 
Val Asn Glu Met Asp Leu Ala Glu Lys Leu Arg Arg Glu 
385 390 395 



<210> 68 
<211> 397 
<212> PRT 

<213> Drosophila melanogaster 
<400> 68 

Met He Phe Lys Tyr He Gin Glu Pro Val Leu Gly Ser Leu Phe Arg 
15 10 15 

Ser Arg Asp Ser Leu He Tyr Leu Asn Arg Ser He Asp Gin Met Gly 
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20 25 30 

Trp Arg Leu Pro Pro Arg Thr Lys Pro Tyr Trp Trp Leu Tyr Tyr lie 
35 40 45 

Trp Thr Leu Val Val lie Val Leu Val Phe lie Phe lie Pro Tyr Gly 
50 ^ 55 60 

Leu lie Met Thr Gly lie Lys Glu Phe Lys Asn Phe Thr Thr Thr Asp 
65 70 75 80 

Leu Phe Thr Tyr Val Gin Val Pro Val Asn Thr Asn Ala Ser lie Met 
85 90 95 

Lys Gly lie lie Val Leu Phe Met Arg Arg Arg Phe Ser Arg Ala Gin 
100 105 110 

Lys Met Met Asp Ala Met Asp lie Arg Cys Thr Lys Met Glu Glu Lys 
Q 115 120 125 

J; Val Gin Val His Arg Ala Ala Ala Leu Cys Asn Arg Val Val Val lie 

m 130 135 140 

-Ul Tyr His Cys lie Tyr Phe Gly Tyr Leu Ser Met Ala Leu Thr Gly Ala 

145 150 155 160 

Leu Val Ile G1 y L y s Tnr Pro Pne C Y S Leu T y r Asn Pr o Leu Val Asn 

ff- 165 170 175 

£ Pro Asp Asp His Phe Tyr Leu Ala Thr Ala Ile Glu Ser Val Thr Met 

|y 180 185 190 

Ala Gly Ile Ile Leu Ala Asn Leu Ile Leu Asp Val Tyr Pro Ile Ile 
195 200 205 

Tyr Val Val Val Leu Arg Ile His Met Glu Leu Leu Ser Glu Arg Ile 
210 215 220 

Lys Thr Leu Arg Thr Asp Val Glu Lys Gly Asp Asp Gin His Tyr Ala 
225 230 235 240 

Glu Leu Val Glu Cys Val Lys Asp His Lys Leu Ile Val Glu Tyr Gly 
245 250 255 

Asn Thr Leu Arg Pro Met Ile Ser Ala Thr Met Phe Ile Gin Leu Leu 
260 265 270 

Ser Val Gly Leu Leu Leu Gly Leu Ala Ala Val Ser Met Gin Phe Tyr 
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275 



280 



285 



Asn Thr Val Met Glu Arg Val Val Ser Gly Val Tyr Thr lie Ala lie 
290 295 300 

Leu Ser Gin Thr Phe Pro Phe Cys Tyr Val Cys Glu Gin Leu Ser Ser 
305 310 315 320 

Asp Cys Glu Ser Leu Thr Asn Thr Leu Phe His Ser Lys Trp lie Gly 
325 330 335 

Ala Glu Arg Arg Tyr Arg Thr Thr Met Leu Tyr Phe lie His Asn Val 
340 345 350 

Gin Gin Ser lie Leu Phe Thr Ala Gly Gly lie Phe Pro lie Cys Leu 
355 360 365 



Asn Thr Asn lie Lys Met Ala Lys Phe Ala Phe Ser Val Val Thr lie 
^ 370 375 380 

p Val Asn Glu Met Asp Leu Ala Glu Lys Leu Arg Arg Glu 

jS 385 390 395 



<210> 69 
<211> 1191 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<221> CDS 

<222> <1) . . (1191) 

<223> DORLU 5.1 

<400> 69 

atg ttg ttc aac tat ctg cga aag ccg aat ccg aca aac ctt ttg act 48 
Met Leu Phe Asn Tyr Leu Arg Lys Pro Asn Pro Thr Asn Leu Leu Thr 
1 5 10 15 



tct ccg gac tea ttt aga tac ttt gag tat gga atg ttt tgc atg gga 96 

Ser Pro Asp Ser Phe Arg Tyr Phe Glu Tyr Gly Met Phe Cys Met Gly 

20 25 30 

tgg cac aca cca gca acg cat aag ata ate tac tat ata aca tec tgt 144 

Trp His Thr Pro Ala Thr His Lys lie lie Tyr- Tyr lie Thr Ser Cys 

35 40 45 



138 



ttg att ttt get tgg tgt gec gta tac ttg cca ate gga ate ate att 192 
Leu lie Phe Ala Trp Cys Ala Val Tyr Leu Pro lie Gly He He He 
50 55 60 

agt ttc aaa acg gat att aac aca ttc aca ccg aat gaa ctg ttg aca 240 
Ser Phe Lys Thr Asp He Asn Thr Phe Thr Pro Asn Glu Leu Leu Thr 
65 70 75 80 

gtt atg caa tta ttt ttc aat tea gtg gga atg cca ttc aag gtt ctg 288 
Val Met Gin Leu Phe Phe Asn Ser Val Gly Met Pro Phe Lys Val Leu 
85 90 95 

ttc ttc aat ttg tat att tct gga ttt tac aag gec aaa aag etc ctt 336 
Phe Phe Asn Leu Tyr He Ser Gly Phe Tyr Lys Ala Lys Lys Leu Leu 
100 105 110 

age gaa atg gac aaa cgt tgc ace act ttg aag gag cga gtg gaa gtg 384 
Ser Glu Met Asp Lys Arg Cys Thr Thr Leu Lys Glu Arg Val Glu Val 
115 120 125 

cac caa ggt gtg gtc cgt tgc aac aag gee tac etc att tac cag ttc 432 
His Gin Gly Val Val Arg Cys Asn Lys Ala Tyr Leu He Tyr Gin Phe 
130 135 140 

att tat acc gcg tac act att tea aca ttt eta teg gcg get ctt agt 480 
He Tyr Thr Ala Tyr Thr He Ser Thr Phe Leu Ser Ala Ala Leu Ser 
145 150 155 160 

gga aaa ttg cca tgg cgc ate tat aat cct ttt gtg gat ttt cga gaa 528 
Gly Lys Leu Pro Trp Arg He Tyr Asn Pro Phe Val Asp Phe Arg Glu 
165 170 175 

agt aga tec agt ttt tgg aaa get gee etc aac gag aca gca ctt atg 576 
Ser Arg Ser Ser Phe Trp Lys Ala Ala Leu Asn Glu Thr Ala Leu Met 
180 185 190 

eta ttt get gtg act caa acc eta atg agt gat ata tat cca ctg ctt 624 
Leu Phe Ala Val Thr Gin Thr Leu Met Ser Asp He Tyr Pro Leu Leu 
195 200 205 

tat ggt ttg ate ctg aga gtt cac etc aaa ctt ttg cga eta aga gtg 672 
Tyr Gly Leu He Leu Arg Val His Leu Lys Leu Leu Arg Leu Arg Val 
210 215 220 

gag age ctg tgc aca gat tct gga aaa age gat get gaa aac gag caa 720 
Glu Ser Leu Cys Thr Asp Ser Gly Lys Ser Asp Ala Glu Asn Glu Gin 
225 230 235 240 
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gat ttg att aag tgc ate aag gat cac aat etc att att gac tat get 768 
Asp Leu lie Lys Cys lie Lys Asp. His Asn Leu lie lie Asp Tyr Ala 
245 250 255 

gca gca ata cga cca gcg gtt ace cgc aca att ttc gtt caa ttc etc 816 
Ala Ala lie Arg Pro Ala Val Thr Arg Thr lie Phe Val Gin Phe Leu 
260 265 270 

ttg ate gga att tgc ctt ggc ctt tea atg ate aat eta etc ttc ttt 864 
Leu lie Gly lie Cys Leu Gly Leu Ser Met lie Asn Leu Leu Phe Phe 
275 280 285 

gee gac ate tgg aca gga ttg gee aca gtg get tac ate aat ggt eta 912 
Ala Asp lie Trp Thr Gly Leu Ala Thr Val Ala Tyr lie Asn Gly Leu 
290 295 300 

atg gtg cag aca ttt cca ttt tgc ttc gtt tgt gat eta etc aaa aag 960 
Met Val Gin Thr Phe Pro Phe Cys Phe Val Cys Asp Leu Leu Lys Lys 
305 310 315 320 

gat tgt gaa ctt ctt gtg teg gee ata ttt cat tec aac tgg att aat 1008 
Asp Cys Glu Leu Leu Val Ser Ala lie Phe His Ser Asn Trp lie Asn 
325 330 335 

tea age cgc agt tac aag tea tct ttg aga tat ttt ctg aag aac gee 1056 
Ser Ser Arg Ser Tyr Lys Ser Ser Leu Arg Tyr Phe Leu Lys Asn Ala 
340 345 350 

cag aaa tea att get ttt aca gee ggc tct att ttt ccc att tct act 1104 
Gin Lys Ser lie Ala Phe Thr Ala Gly Ser lie Phe Pro lie Ser Thr 
355 360 365 

ggc teg aat att aag gtg get aag ctg gca ttt teg gtg gtt act ttt 1152 
Gly Ser Asn lie Lys Val Ala Lys Leu Ala Phe Ser Val Val Thr Phe 
370 375 380 

gtc aat caa ctt aac ata get gac aga ttg aca aag aac 1191 
Val Asn Gin Leu Asn lie Ala Asp Arg Leu Thr Lys Asn 
385 390 395 



<210> 70 
<211> 397 
<212> PRT 

<213> Drosophila melanogaster 
<400> 70 

Met Leu Phe Asn Tyr Leu Arg Lys Pro Asn Pro Thr Asn Leu Leu Thr 
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15 10 15 

Ser Pro Asp Ser Phe Arg Tyr Phe Glu Tyr Gly Met Phe Cys Met Gly 
20 25 30 

Trp His Thr Pro Ala Thr His Lys lie lie Tyr Tyr lie Thr Ser Cys 
35 40 • 45 

Leu lie Phe Ala Trp Cys Ala Val Tyr Leu Pro lie Gly lie lie lie 
50 55 * 60 

Ser Phe Lys Thr Asp lie Asn Thr Phe Thr Pro Asn Glu Leu Leu Thr 
65 70 75 80 

Val Met Gin Leu Phe Phe Asn Ser Val Gly Met Pro Phe Lys Val Leu 
85 90 95 

Phe Phe Asn Leu Tyr lie Ser Gly Phe Tyr Lys Ala Lys Lys Leu Leu 
100 105 110 

Ser Glu Met Asp Lys Arg Cys Thr Thr Leu Lys Glu Arg Val Glu Val 
115 120 125 

His Gin Gly Val Val Arg Cys Asn Lys Ala Tyr Leu lie Tyr Gin Phe 
130 135 140 

lie Tyr Thr Ala Tyr Thr lie Ser Thr Phe Leu Ser Ala Ala Leu Ser 
145 150 155 160 

Gly Lys Leu Pro Trp Arg lie Tyr Asn Pro Phe Val Asp Phe Arg Glu 
165 170 175 

Ser Arg Ser Ser Phe Trp Lys Ala Ala Leu Asn Glu Thr Ala Leu Met 
180 185 190 

Leu Phe Ala Val Thr Gin Thr Leu Met Ser Asp lie Tyr Pro Leu Leu 
195 200 205 

Tyr Gly Leu lie Leu Arg Val His Leu Lys Leu Leu Arg Leu Arg Val 
210 215 220 

Glu Ser Leu Cys Thr Asp Ser Gly Lys Ser Asp Ala Glu Asn Glu Gin 
225 230 235 240 

Asp Leu lie Lys Cys lie Lys Asp His Asn Leu lie lie Asp Tyr Ala 
245 250 255 

Ala Ala lie Arg Pro Ala Val Thr Arg Thr lie Phe Val Gin Phe Leu 
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260 265 270 

Leu lie Gly lie Cys Leu Gly Leu Ser Met lie Asn Leu Leu Phe Phe 
275 280 285 

Ala Asp lie Trp Thr Gly Leu Ala Thr Val Ala Tyr lie Asn Gly Leu 
290 295 300 

Met Val Gin Thr Phe Pro Phe Cys Phe Val Cys Asp Leu Leu Lys Lys 
305 310 315 320 

Asp Cys Glu Leu Leu Val Ser Ala lie Phe His Ser Asn Trp lie Asn 
325 330 335 

Ser Ser Arg Ser Tyr Lys Ser Ser Leu Arg Tyr Phe Leu Lys Asn Ala 
340 345 350 

Gin Lys Ser lie Ala Phe Thr Ala Gly Ser lie Phe Pro lie Ser Thr 
Q 355 360 365 

Gly Ser Asn lie Lys Val Ala Lys Leu Ala Phe Ser Val Val Thr Phe 
*3 370 375 380 

J] Val Asn Gin Leu Asn lie Ala Asp Arg Leu Thr Lys Asn 

s ! 385 390 395 



<210> 71 
<211> 1239 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1239) 

<223> DORLU 6.1 

<400> 71 

atg gcg gtg age act cgt gtg gec aca aag cag gaa gtg ccc gaa tec 48 
Met Ala Val Ser Thr Arg Val Ala Thr Lys Gin Glu Val Pro Glu Ser 
15 10 15 

egg cga gcg ttt agg aat etc ttc aat tgc ttc tat gee ctt ggc atg 96 
Arg Arg Ala Phe Arg Asn Leu Phe Asn Cys Phe Tyr Ala Leu Gly Met 
20 25 30 

cag gca ccg gat ggc agt cga ccg acc acg age age aca tgg caa cgc 144 
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Gin Ala Pro Asp Gly Ser Arg Pro Thr Thr Ser Ser Thr Trp Gin Arg 
35 40 45 

'ate tac gec tgc ttc teg gtg gtc atg tac gtg tgg caa ctg ctg ctg 192 
lie Tyr Ala Cys Phe Ser Val Val Met Tyr Val Trp Gin Leu Leu Leu 
50 , 55 60 

gtg ccc aca ttc ttt gtg ate age tat egg tac atg ggc ggc atg gag 240 
Val Pro Thr Phe Phe Val lie Ser Tyr Arg Tyr Met Gly Gly Met Glu 
65 70 75 80 

att ace cag gtg ctg ace tec gec cag gtg gee ate gat gcg gtc att 288 
He Thr Gin Val Leu Thr Ser Ala Gin Val Ala He Asp Ala Val He 
85 90 95 

ctg ccg gec aag att gtg gca ctg gcg tgg aat ttg cca ttg-ctg cgc 336 
Leu Pro Ala Lys He Val Ala Leu Ala Trp Asn Leu Pro Leu Leu Arg 
100 105 110 

aga gca gag cat cat ctg gec gec ttg gat gcg egg tgc agg gaa cag 384 
Arg Ala Glu His His Leu Ala Ala Leu Asp Ala Arg Cys Arg Glu Gin 
115 120 125 

gag gag ttc caa ttg ate etc gat gcg gtg agg ttt tgc aac tat ctg 432 
Glu Glu Phe Gin Leu He Leu Asp Ala Val Arg Phe Cys Asn Tyr Leu 
130 135 140 

gta tgg ttc tac cag ate tgc tat gec ate tac tec teg teg aca ttt 480 
Val Trp Phe Tyr Gin He Cys Tyr Ala He Tyr Ser Ser Ser Thr Phe 
145 150 155 160 

gtg tgc gec ttc ctg ctg ggc caa ccg cca tat gee etc tat ttg cct 528 
Val Cys Ala Phe Leu Leu Gly Gin Pro Pro Tyr Ala Leu Tyr Leu Pro 
165 170 1 175 

ggc etc gat tgg cag cgt tec cag atg cag ttc tgc ate cag gee tgg 576 
Gly Leu Asp Trp Gin Arg Ser Gin Met Gin Phe Cys He Gin Ala Trp 
180 185 190 

att gag ttc ctt ate atg aac tgg acg tgc ctg cac caa get age gat 624 
He Glu Phe Leu .He Met Asn Trp Thr Cys Leu His Gin Ala Ser Asp 
195 200 205 

gat gtg tac gee gtt ate tat ctg tat gtg gtc egg att caa gtg caa 672 
Asp Val Tyr Ala Val He Tyr Leu Tyr Val Val Arg He Gin Val Gin 
210 215 220 

ttg ctg gee agg egg gtg gag aag ctg ggc acg gat gat agt ggc cag 720 
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n'pf 



Leu Leu Ala Arg Arg Val Glu Lys Leu Gly Thr Asp Asp Ser Gly Gin 
225 230 235 240 

gtg gag ate tat ccc gat gag egg egg cag gag gag cat tgc gcg gaa 768 
Val Glu lie Tyr Pro Asp Glu Arg Arg Gin Glu Glu His Cys Ala Glu 
245 250 255 

ctg cag cgc tgc att gta gat cac cag acg atg ctg cag ctg etc gac 816 
Leu Gin Arg Cys He Val Asp His Gin Thr Met Leu Gin Leu Leu Asp 
260 265 270 

tgc att agt ccc gtc ate teg cgt acc ata ttc gtt cag ttc ctg ate 864 
Cys He Ser Pro Val He Ser Arg Thr He Phe Val Gin Phe Leu He 
275 280 285 

acc gee gee ate atg ggc acc acc atg ate aac att ttc att ttc. gee 912 
Thr Ala Ala He Met Gly Thr Thr Met He Asn He Phe He Phe Ala 
290 295 300 

aat acg aac acg aag ate gca teg ate att tac ctg ctg gcg gtg acc 960 
Asn Thr Asn Thr Lys He Ala Ser He He Tyr Leu Leu Ala Val Thr 
305 310 315 320 

ctg cag acg get cca tgt tgc tat cag gee acc. teg ctg atg ttg gac 1008 
Leu Gin Thr Ala Pro Cys Cys Tyr Gin Ala Thr Ser Leu Met Leu Asp 
325 330 335 

aac gag agg ctg gec ctg gee ate ttc cag tgc cag tgg ctg ggc cag 1056 
Asn Glu Arg Leu Ala Leu Ala He Phe Gin Cys Gin Trp Leu Gly Gin 
340 345 350 

agt gee egg ttc cgt aag atg ctg etc tac tat ctt cat cgc gee cag 1104 
Ser Ala Arg Phe Arg Lys Met Leu Leu Tyr Tyr Leu His Arg Ala Gin 
355 360 365 

cag ccc ate acg ctg acc gee atg aag ctg ttt ccc ate aat ctg gee 1152 
Gin Pro He Thr Leu Thr Ala Met Lys Leu Phe Pro He Asn Leu Ala 
370 375 380 

acg tac ttc agt ata gee aag ttc teg ttt teg etc tac acg etc ate 1200 
Thr Tyr Phe Ser He Ala Lys Phe Ser Phe Ser Leu Tyr Thr Leu He 
385 390 395 400 

aag ggg atg aat etc ggc gag cga ttc aac agg aca aat 1239 
Lys Gly Met Asn Leu Gly Glu Arg Phe Asn Arg Thr Asn 
- 405 410 
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<210> 72 
<211> 413 
<212> PRT 

<213> Drosophila melanogaster 
<400> 72 

Met Ala Val Ser Thr Arg Val Ala Thr Lys Gin Glu Val Pro Glu Ser 
15 10 15 

Arg Arg Ala Phe Arg Asn Leu Phe Asn Cys Phe Tyr Ala Leu Gly Met 
20 25 30 

Gin Ala Pro Asp Gly Ser Arg Pro Thr Thr Ser Ser Thr Trp Gin Arg 
35 40 45 

lie Tyr Ala Cys Phe Ser Val Val Met Tyr Val Trp Gin Leu Leu Leu 
50 55 60 

^ Val Pro Thr Phe Phe Val lie Ser Tyr Arg Tyr Met Gly Gly Met Glu 
65 70 75 80 

ah He Thr Gin Val Leu Thr Ser Ala Gin Val Ala lie Asp Ala Val lie 

iM= 85 90 95 

i-ff 

>j Leu Pro Ala Lys lie Val Ala Leu Ala Trp Asn Leu Pro Leu Leu Arg 

100 105 110 

|M Arg Ala Glu His His Leu Ala Ala Leu Asp Ala Arg Cys Arg Glu Gin 

115 120 125 

P ; 
r. tst 

Glu Glu Phe Gin Leu lie Leu Asp Ala Val Arg Phe Cys Asn Tyr Leu 
130 135 140 

Val Trp Phe Tyr Gin lie Cys Tyr Ala lie Tyr Ser Ser Ser Thr Phe 
145 150 155 160 

Val Cys Ala Phe Leu Leu Gly Gin Pro Pro Tyr Ala Leu Tyr Leu Pro 
165 170 175 

Gly Leu Asp Trp Gin Arg Ser Gin Met Gin Phe Cys lie Gin Ala Trp 
180 185 190 

lie Glu Phe Leu lie Met Asn Trp Thr Cys Leu His Gin Ala Ser Asp 
195 200 205 

Asp' Val Tyr Ala Val lie Tyr Leu Tyr Val Val Arg He Gin Val Gin 
210 215 220 



145 



Leu Leu Ala Arg Arg Val Glu Lys' Leu Gly Thr Asp Asp Ser Gly Gin 
225 230 235 240 



Val Glu lie Tyr Pro Asp Glu Arg Arg Gin Glu Glu His Cys Ala Glu 
245 250 255 

Leu Gin Arg Cys lie Val Asp His Gin Thr Met Leu Gin Leu Leu Asp 
260 265 270 

Cys lie Ser Pro Val lie Ser Arg Thr lie Phe Val Gin Phe Leu lie- 
275 280 285 

Thr Ala Ala lie Met Gly Thr Thr Met lie Asn lie Phe lie Phe Ala 
290 295 300 

Asn Thr Asn Thr Lys lie Ala Ser lie lie Tyr Leu Leu Ala Val Thr 
305 310 315 320 

Leu Gin Thr Ala Pro Cys Cys Tyr Gin Ala Thr Ser Leu Met Leu Asp 
325 330 335 

Asn Glu Arg Leu Ala Leu Ala lie Phe Gin Cys Gin Trp Leu Gly Gin 
340 345 350 

Ser Ala Arg Phe Arg Lys Met Leu Leu Tyr Tyr Leu His Arg Ala Gin 
355 360 365 

Gin Pro lie Thr Leu Thr Ala Met Lys "Leu Phe Pro lie Asn Leu Ala 
370 375 380 

Thr Tyr Phe Ser lie Ala Lys Phe Ser Phe Ser Leu Tyr Thr Leu lie 
385 390 395 " 400 

Lys Gly Met Asn Leu Gly Glu Arg Phe Asn Arg Thr Asn 
405 410 



<210> 73 
<211> 1089 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1089) 

<223> DORLU 7.1 
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<400> 73 

atg gac tac gat cga att cga ccg gtg cga ttt ttg acg gga gtg ctg 48 
Met Asp Tyr Asp Arg lie Arg Pro Val Arg Phe Leu Thr Gly Val Leu 
15 10 15 

aaa tgg tgg cgt etc tgg ccg agg aag gaa teg gtg tec aca ccg gac 96 
Lys Trp Trp Arg Leu Trp Pro Arg Lys Glu Ser Val Ser Thr Pro Asp 
20 25 30 

tgg act aac tgg cag gca tat gee ttg cac gtt cca ttt aca ttc ttg 144 
Trp Thr Asn Trp Gin Ala Tyr Ala Leu His Val Pro Phe Thr Phe Leu 
35 40 45 

ttt gtg ttg ctt ttg tgg' ttg gag gca ate aag age agg gat ata cag 192 
Phe Val Leu Leu Leu Trp Leu Glu Ala lie Lys Ser Arg Asp lie Gin 
50 55 60 

cat acc gee gat gtc ctt ttg att tgc eta ace ace act gee ttg gga 240 
His Thr Ala Asp Val Leu Leu lie Cys Leu Thr Thr Thr Ala Leu Gly 
65 70 75 80 

ggt aaa gtt ate aat ate tgg aag tat gee cat gtg gee caa ggc att 288 
Gly Lys Val lie Asn lie Trp Lys Tyr Ala His Val Ala Gin Gly lie 
85 90 95 

ttg tec gag tgg age acg tgg gat ctt ttc gag ctg agg age aaa cag 336 
Leu Ser Glu Trp Ser Thr 'Trp Asp Leu Phe Glu Leu Arg Ser Lys Gin 
100 105 110 

gaa gtg gat atg tgg cga ttc gag cat cga cgt ttc aat cgt gtt ttt 384 
Glu Val Asp Met Trp Arg Phe Glu His Arg Arg Phe Asn Arg Val Phe 
115 120 125 

atg ttt tac tgt ttg tgc agt get ggt gta ate cca ttt att gtg att 432 
Met Phe Tyr Cys Leu Cys Ser Ala Gly Val lie Pro Phe lie Val lie " 
130 135 140 

caa ccg ttg ttt gat ate cca aat cga ttg ccc ttc tgg atg tgg aca 480 
Gin Pro Leu Phe Asp lie Pro Asn Arg Leu Pro Phe Trp Met Trp Thr 
145 150 155 160 

cca ttc gat tgg cag cag cct gtt etc tta tgg tat gca ttc ate tat 528 
Pro Phe Asp Trp Gin Gin Pro Val Leu Leu Trp Tyr Ala Phe lie Tyr 
165 170 175 

cag gee aca acc att cct att gec tgt get tgc aac gta acc atg gac 57 6 
Gin Ala Thr Thr lie Pro lie Ala Cys Ala Cys Asn Val Thr Met Asp 
180 . 185 190 
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get gtt aat tgg tac ttg atg ctg cat ctg tec ttg tgt ttg cgt atg 624 

Ala Val Asn Trp Tyr Leu Met Leu His Leu Ser Leu Cys Leu Arg Met 

195 200 205 

ttg ggc cag cga ttg agt aag ctt cag cat gat gac aag gat ctg agg 672 

Leu Gly Gin Arg Leu Ser Lys Leu Gin His Asp Asp Lys Asp Leu Arg 

210 215 220 

gag aag ttc ctg gaa ctg ate cat ctg cac cag cga etc aag caa cag ' 720 

Glu Lys Phe Leu Glu Leu lie His Leu His Gin Arg Leu Lys Gin Gin 

225 230 235 240 

gee ttg age att gaa ate ttt att teg aag age acg ttc acc caa att 768 

Ala Leu Ser lie Glu lie Phe lie Ser Lys Ser Thr. Phe Thr Gin lie 

245 250 255 

ctg gtc agt tec ctt ate att tgc ttc acc att tac age atg cag atg 816 

Leu Val Ser Ser Leu lie lie Cys Phe Thr lie Tyr Ser Met Gin Met 

260 265 270 

!;J3 tac eta gtg gec atg ate atg cag gtc atg ctg ccc acc ata tat ggt 864 

N= Tyr Leu Val Ala Met lie Met Glh Val Met Leu Pro Thr He Tyr Gly 

Ifl 275 280 285 

aac gec gtc ate gat tct gca aat atg ttg acc gat tec atg tac aat 912 

^ Asn Ala Val He Asp Ser Ala Asn Met Leu Thr Asp Ser Met Tyr Asn 

- 290 295 300 

iij teg gat tgg ccg gat atg aat tgc cga atg cgt cge'eta gtt tta atg 960 

Ser Asp Trp Pro Asp Met Asn Cys Arg Met Arg Arg Leu Val Leu Met 

|S 305 310 315 320 

ttt atg gtg tac tta aat cga ccg gtg acc tta aaa gee ggt ggc ttt 1008 

Phe Met Val Tyr Leu Asn Arg Pro Val Thr Leu Lys Ala Gly Gly Phe 

325 330 335 

ttt cat att ggt tta cct ctg ttt acc aag acc atg aat caa gca tac 1056 

Phe His He Gly Leu Pro Leu Phe Thr Lys Thr Met Asn Gin Ala Tyr 

340 345 350 

agt ttg ctg gee ttg ctg etc aac atg aac caa 1089 

Ser Leu Leu Ala Leu Leu Leu Asn Met Asn Gin 
355 360 



<210> 74 
<211> 363 
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• # 



<212> PRT 

<213> Drosophila melanogaster 
<400> 74 

Met Asp Tyr Asp Arg lie Arg Pro Val Arg Phe Leu Thr Gly Val Leu 
15 10 15 

Lys Trp Trp Arg Leu Trp Pro Arg Lys Glu Ser Val Ser Thr Pro Asp 
20 25 30 

Trp Thr Asn Trp Gin Ala Tyr Ala Leu His Val Pro Phe Thr Phe Leu 
35 40 45 

Phe Val Leu Leu Leu Trp Leu Glu Ala lie Lys Ser Arg Asp lie Gin 
50 55 60 

His Thr Ala Asp Val Leu Leu lie Cys Leu Thr Thr Thr Ala Leu Gly 
65 70 75 80 

Gly Lys Val lie Asn He Trp Lys Tyr Ala His Val Ala Gin Gly He 
85 90 95 

Leu Ser Glu Trp Ser Thr Trp Asp Leu Phe Glu Leu Arg Ser Lys Gin 
100 105 110 

Glu Val Asp Met Trp Arg Phe Glu His Arg Arg Phe Asn Arg Val Phe 
115 120 125 

Met Phe Tyr Cys Leu Cys Ser Ala Gly Val He Pro Phe He Val He 
130 135 140 

Gin Pro Leu Phe Asp He Pro Asn Arg Leu Pro Phe Trp Met Trp Thr 
145 150 155 160 

Pro Phe Asp Trp Gin Gin Pro Val Leu Leu Trp Tyr Ala Phe He Tyr 
165 170 175 

Gin Ala Thr Thr He Pro He Ala Cys Ala Cys Asn Val Thr Met Asp 
180 185 190 

Ala Val Asn Trp Tyr Leu Met Leu His Leu Ser Leu Cys Leu Arg Met 
195 200 205 

Leu Gly Gin Arg Leu Ser Lys Leu Gin His Asp Asp Lys Asp Leu Arg 
210 215 220 

Glu Lys Phe Leu Glu Leu He His Leu His Gin Arg Leu Lys Gin Gin 
225 230 235 240 
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Ala Leu Ser lie 



Leu Val Ser Ser 
260 

Tyr Leu Val Ala 
275 

Asn Ala Val lie 
290 

Ser Asp Trp Pro 
305 

Phe Met Val Tyr 



Phe His lie Gly 
340 

Ser Leu Leu Ala 
355 




Glu lie Phe He 
245 

Leu He He Cys 



Met He Met Gin 
280 

Asp Ser Ala Asn 
295 

Asp Met Asn Cys 
310 

Leu Asn Arg Pro 
325 

Leu Pro Leu Phe 



Leu Leu Leu Asn 
360 



Ser Lys Ser Thr 
250 

Phe Thr He Tyr 
265 

Val Met Leu Pro 



Met Leu Thr Asp 
300 

Arg Met Arg Arg 
315 

Val Thr Leu . Lys 
330 

Thr Lys Thr Met 
345 

Met Asn Gin 



# 



Phe Thr Gin He 
255 

Ser Met Gin Met 
270 

Thr He Tyr Gly 
285 ■ 

Ser Met Tyr Asn 



Leu Val Leu Met 
320 

Ala Gly Gly Phe 
335 

Asn Gin Ala Tyr 
350 



<210> 75 
<211> 1176 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1176) 

<223> DORLU 9.1 

<400> 75 

atg-agc gac aag gtg aag gga aaa aag cag gag gaa aag gat caa tec 48 
Met Ser Asp Lys Val Lys Gly Lys Lys Gin Glu Glu Lys Asp Gin Ser 
15 10 15 

ttg egg gtg caa att etc gtt tat cgc tgc atg ggc ate gat ttg tgg 96 
Leu Arg Val Gin lie Leu Val Tyr Arg Cys Met Gly He Asp Leu Trp 
20 25 30 

age ccc acg atg gcg aat gac cgc ccg tgg ctg acc ttt gtc aca atg 144 
Ser Pro Thr Met Ala Asn Asp Arg Pro Trp Leu Thr Phe Val Thr Met 

150 



35 40 45 

gga cca ctt ttc ctg ttt atg gtg ccc atg ttc ctg gcc gcc cac gag 192 
Gly Pro Leu Phe Leu Phe Met Val Pro Met Phe Leu Ala Ala His Glu 
50 55 60 

tac ate acc cag gtg age ctg etc tec gac ace ctg gge'tec acc ttc 240 
Tyr lie Thr Gin Val Ser Leu Leu Ser Asp Thr Leu Gly Ser Thr Phe 
65 70 75 80 

gcc age atg etc acc ctg gtc aaa ttc ctg etc ttc tgc tat cat cgc 288 
Ala Ser Met Leu Thr Leu Val Lys Phe Leu Leu Phe Cys Tyr His Arg 
85 90 95 

aag gag ttc gtc ggc ctg ate tac cac ate agg gcc att ctg get aaa 336 
Lys Glu Phe Val Gly Leu lie Tyr His lie Arg Ala lie Leu Ala Lys 
100 105 110 

gaa ate gaa gtg tgg cct gat gcg egg gaa ate ate gag gtg gag aac 384 
Glu lie Glu Val Trp Pro Asp Ala Arg Glu lie lie Glu Val Glu Asn 
115' 120 125 

caa agt gac caa atg etc agt ctt acg tac act cgc tgt ttt gga ctg 432 
Gin Ser Asp Gin Met Leu Ser Leu Thr Tyr Thr Arg Cys Phe Gly Leu 
130 135 140 

get gga ate ttt gcg gcc ctg aag ccc ttt gtg ggc ate ata etc tec 480 
Ala Gly lie Phe Ala Ala Leu Lys Pro Phe Val Gly lie lie Leu Ser 
145 150 155 160 

teg att cgc ggc gac gag att cac ctg gag ctg ccc cac aac ggc gtt 528 
Ser lie Arg Gly Asp Glu lie' His Leu Glu Leu Pro His Asn Gly Val 
165 170 175 

tac ccg tac gat etc cag gtg gtc atg ttt tat gtg ccc acc tat ctg 57 6 
Tyr Pro Tyr Asp Leu Gin Val Val Met Phe Tyr Val Pro Thr Tyr Leu 
180 185 190 

tgg aat gtg atg gcc age tat agt get gta acc atg gca etc tgc gtg 624 
Trp Asn Val Met Ala Ser Tyr Ser Ala Val Thr Met Ala Leu Cys Val 
195 200 205 

gac teg ctg etc ttc ttt ttc acc tac aac gtg tgc gcc att ttc aag . 672 
Asp Ser Leu Leu Phe Phe Phe Thr Tyr Asn Val Cys Ala lie Phe Lys 
210 215 220 

ate gcc aag cac egg atg ate cat ctg ccg gcg gtg ggc gga aag gag 720 
lie Ala Lys His Arg Met lie His Leu Pro Ala Val Gly Gly Lys Glu 
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225 230 235 240 

gag ctg gag ggg etc gtc cag gtg ctg ctg ctg cac cag aag ggc etc 768 

Glu Leu Glu Gly Leu Val Gin Val Leu Leu Leu His Gin Lys Gly Leu 
245 250 255 

cag ate gec gat cac att gcg gac aag tac egg ccg ctg ate ttt ttg 816 

Gin lie Ala Asp His lie Ala Asp Lys Tyr Arg Pro Leu lie Phe Leu 
260 265 270 

cag ttc ttt ctg tec gec ttg cag ate tgc ttc att gga ttc cag gtg 864 

Gin Phe Phe Leu Ser Ala Leu Gin lie Cys Phe lie Gly Phe Gin Val 
275 280 285 

get gat ctg ttt ccc aat ccg cag agt etc tac ttt ate gee ttt gtg 912 

Ala Asp Leu Phe Pro Asn Pro Gin Ser Leu Tyr Phe lie Ala Phe Val 

290 295 300 

ggc teg ctg etc ate gca ctg ttc ate tac teg aag tgc ggc gaa aat 960 

Gly Ser Leu Leu lie Ala Leu Phe lie Tyr Ser Lys Cys Gly Glu Asn 
305 310 315 320 

ate aag agt gec age ctg gat ttc gga aac ggg ctg tac gag ace aac 1008 

lie Lys Ser Ala Ser Leu Asp Phe Gly Asn Gly Leu Tyr Glu Thr Asn 
325 330 335 

tgg ace gac ttc teg cca ccc act aaa aga gee etc etc att gec gec 1056 

Trp Thr Asp Phe Ser Pro Pro Thr Lys Arg Ala Leu L'eu lie Ala Ala 
340 345 350 

atg cgc gee cag cga cct tgc cag atg aag ggc tac ttt ttc gag gee 1104 

Met Arg Ala Gin Arg Pro Cys Gin Met Lys Gly Tyr Phe Phe Glu Ala 
355 360 365 

age atg gec acc ttc teg acg att gtt cgc tct gee gtg teg tac ate 1152 

Ser Met Ala Thr Phe Ser Thr lie Val Arg Ser Ala Val Ser Tyr lie 

370 375 380 

atg atg ttg cgc tec ttt aat gec 1176 
Met Met Leu- Arg Ser Phe Asn Ala 
385 390 



<210> 76 
<211> 392 
<212> PRT 

<213> Drosophila melanogaster 
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<400> 76 

Met Ser Asp Lys Val Lys Gly Lys Lys Gin Glu Glu Lys Asp Gin Ser 
15 10 15 

Leu Arg Val Gin lie Leu Val Tyr Arg Cys Met Gly lie Asp Leu Trp 
20 25 30 

Ser Pro Thr Met Ala Asn Asp Arg Pro Trp Leu Thr Phe Val Thr Met 
35 40 45 

Gly Pro Leu Phe Leu Phe Met Val Pro Met Phe Leu Ala Ala His Glu 
50 55 60 

Tyr lie Thr Gin Val Ser Leu Leu Ser Asp Thr Leu Gly Ser Thr Phe 
65 70 75 80 

Ala Ser Met Leu Thr Leu Val Lys Phe Leu Leu Phe Cys Tyr His Arg 
85 90 95 

Lys Glu Phe Val Gly Leu lie Tyr His lie Arg Ala lie Leu Ala Lys 
100 105 110 

Glu lie Glu Val Trp Pro Asp Ala Arg Glu lie lie Glu Val Glu Asn 
115 120 125 

Gin Ser Asp Gin Met Leu Ser Leu Thr Tyr Thr Arg Cys Phe Gly Leu 
130 135 140 

Ala Gly lie Phe Ala Ala Leu Lys Pro Phe Val Gly lie lie Leu Ser 
145 150 155 160 

Ser lie Arg Gly Asp Glu lie His Leu Glu Leu Pro His Asn Gly Val 
165 170 175 

Tyr Pro Tyr Asp Leu Gin Val Val Met Phe Tyr Val Pro Thr Tyr Leu 
180 185 190 

Trp Asn Val Met Ala Ser Tyr Ser Ala Val Thr Met Ala Leu Cys Val 
195 200 - 205 

Asp Ser Leu Leu Phe Phe Phe Thr Tyr Asn Val Cys Ala lie Phe Lys 
210 215 220 

lie Ala Lys His Arg Met lie His Leu Pro Ala Val Gly Gly Lys Glu 
225 230 235 240 

Glu Leu Glu Gly Leu Val Gin Val Leu Leu Leu His Gin Lys Gly Leu 
245 250 255 
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Gin lie Ala Asp His lie Ala Asp Lys Tyr Arg Pro Leu lie Phe Leu 
260 265 270 

Gin Phe Phe Leu Ser Ala Leu Gin lie Cys Phe lie Gly Phe Gin Val 
275 280 285 

Ala Asp Leu Phe Pro Asn Pro Gin Ser Leu Tyr Phe lie Ala Phe Val 
290 295 300 

Gly Ser Leu Leu lie Ala Leu Phe lie Tyr Ser Lys Cys Gly Glu Asn 
305 310 315 320 

lie Lys Ser Ala Ser Leu Asp Phe Gly Asn Gly Leu Tyr Glu Thr Asn 
325 330 335 

Trp Thr Asp Phe Ser Pro Pro Thr Lys Arg Ala Leu Leu lie Ala Ala 
340 345 350 

Met Arg Ala Gin Arg Pro Cys Gin Met Lys Gly Tyr Phe Phe Glu Ala 
355 360 365 

Ser Met Ala Thr Phe Ser Thr lie Val Arg Ser Ala Val Ser Tyr lie 
370 375 380 

Met Met Leu Arg Ser Phe Asn Ala 
385 390 



<210> 77 
<211> 1221 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<221> CDS 

<222> (1) . . (1221) 

<223> DORLU 12.1 



<400> 77 

atg gat aac gtc gcg gaa atg cct 
Met Asp Asn Val Ala Glu Met Pro 
1 5 

gat ttt ttg agg eta get gtg aaa 
Asp Phe Leu Arg Leu Ala Val Lys 
20 



gaa gaa aag tat gtc gaa gtc gat 48 
Glu Glu Lys Tyr Val Glu Val Asp 
10 15 

ttc tac aat act ttg ggc att gat 96 
Phe Tyr Asn Thr Leu Gly lie Asp 
25 30 
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ccc tat gaa act gga cga aaa cga act att tgg ttt caa ata tat ttc 144 
Pro Tyr Glu Thr Gly Arg Lys Arg Thr lie Trp Phe Gin lie Tyr Phe 
35 40 45 

gca ttg aat atg ttt aat atg gtg ttt agt ttt tat gcc gag gta gcg 192 
Ala Leu Asn Met Phe Asn Met Val Phe Ser Phe Tyr Ala Glu Val Ala 
50 55 60 

act ctg gtg gac agg tta cgc gat aat gaa aat ttt etc gag age tgc 240 
Thr Leu Val Asp Arg Leu Arg Asp Asn Glu Asn Phe Leu Glu Ser Cys 
65 70 75 80 

ate tta ctg age tac gtg tec ttt gtg gtc atg ggc etc tec aag ata 288 
lie Leu Leu Ser Tyr Val Ser Phe Val Val Met Gly Leu Ser Lys lie 
85 90 95 

ggt get gta atg aaa aaa aag cca aaa atg aca get ttg gtc agg caa 336 
Gly Ala Val Met Lys Lys Lys Pro Lys Met Thr Ala Leu Val Arg Gin 
100 105 110 

ttg gag ace tgc ttt ccg teg cca agt gca aag gtt caa gag gaa tat 384 
Leu Glu Thr Cys Phe Pro Ser Pro Ser Ala Lys Val Gin Glu Glu Tyr 
115 120 125 

get gtg aag tec tgg ctg aaa cgc tgc cat ata tac aca aag gga ttt 432 
Ala Val Lys Ser Trp Leu Lys Arg Cys His lie Tyr Thr Lys Gly Phe 
130 135 140 

ggt ggt etc ttc atg ate atg tat ttc get cac get ctg att ccc tta 480 
Gly Gly Leu Phe Met lie Met Tyr Phe Ala His Ala Leu lie Pro Leu 
145 150' 155 160 

ttc ata tac ttc att caa aga gtg ctg etc cac tat ccg gat gcc aag 528 
Phe lie Tyr Phe lie Gin Arg Val Leu Leu His Tyr Pro Asp Ala Lys 
165 170 175 

cag att atg ccg ttt tac caa etc gaa cct tgg gaa ttt cgc gac tec 576 
Gin lie Met Pro Phe Tyr Gin Leu Glu Pro Trp Glu Phe Arg Asp Ser 
180 185 190 

tgg ttg ttt tat cca age tat ttt cac cag teg teg gcc gga tat acg 624 
Trp Leu Phe Tyr Pro Ser Tyr Phe His Gin Ser Ser Ala Gly Tyr Thr 
195 200 205 

get aca tgt gga tec att gcc ggt gac eta atg ate ttc get gtg gtc 672 
Ala Thr Cys Gly Ser lie Ala Gly Asp Leu Met lie Phe Ala Val Val 
210 215 220 
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iff? 



ctg cag gtc ate atg cac tac gaa aga ctg gec aag gtt ctt agg gag 720 

Leu Gin Val He Met His Tyr Glu Arg Leu Ala Lys Val Leu Arg Glu 

225 230 235 240 

ttt aag att caa gec cat aac gca ccc aat gga get aag gag gat ata 768 

Phe Lys He Gin Ala His Asn Ala Pro Asn Gly Ala Lys Glu Asp He 

245 250 255 

agg aag ttg cag tec eta gtc gec aat cac att gat ata ctt cga etc 816 

Arg Lys Leu Gin Ser Leu Val Ala Asn His He Asp He Leu Arg Leu 
260 265 270 

act gat ctg atg aac gag gtc ttt gga att ccc ttg ttg eta aac ttt 864 

Thr Asp Leu Met Asn Glu Val Phe Gly He Pro Leu Leu Leu Asn Phe 
275 280 285 

att gca tct gcg ctg ctg gtc tgc ctg gtg gga gtt caa tta acc ate 912 

lie Ala Ser Ala Leu Leu Val Cys Leu Val Gly Val Gin Leu Thr He ■ 

290 295 300 

get tta agt cca gag tat ttt tgc aag cag atg eta ttt ctg att tec 960 

Ala Leu Ser Pro Glu Tyr Phe Cys Lys Gin Met Leu Phe Leu He Ser 

305 310 315 320 

gta ctg ctt gag gtc tat etc ctt tgc tec ttc age cag agg tta ata 1008 

Val Leu Leu Glu Val Tyr Leu Leu Cys Ser Phe Ser Gin Arg Leu He 

325 330 335 

gat get age gaa aac gtg ggc cat gcg gca tac gat atg gat tgg tta 1056 

Asp Ala Ser Glu Asn Val Gly His Ala Ala Tyr Asp Met Asp Trp Leu 
340 345 350 

ggt tec gac aaa cga ttc aag aaa att tta att ttt ata tct atg cga 1104 

Gly Ser Asp Lys Arg Phe Lys Lys He Leu He Phe lie Ser Met Arg 
355 360 365 

tec cag aag cca gtt tgc ctt aaa gec aca gtt gtc ttg gac tta tec 1152 

Ser Gin Lys Pro Val Cys Leu Lys Ala Thr Val Val Leu Asp Leu Ser 

370 375 380 

atg cca act atg age ate ttt ctt ggt atg teg tat aag ttt ttc tgc 1200 

Met Pro Thr Met Ser lie Phe Leu Gly Met Ser Tyr Lys Phe Phe Cys 

385 390 395 400 

get gtg agg act atg tat caa 1221 
Ala Val Arg Thr Met Tyr Gin 
405 
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<210> 78 
<211> 407 
<212> PRT 

<213> Drosophila melanogaster 
<400> 78 

Met Asp Asn Val Ala Glu Met Pro Glu Glu Lys Tyr Val Glu Val Asp 
15 10 15 

Asp Phe Leu Arg Leu Ala Val Lys Phe Tyr Asn Thr Leu Gly lie Asp 
20 25 30 

Pro Tyr Glu Thr Gly Arg Lys Arg Thr lie Trp Phe Gin lie Tyr Phe 
35 40 45 

Ala Leu Asn Met Phe Asn Met Val Phe Ser Phe Tyr Ala Glu Val Ala 

q 50 55 ' 60 

,jp Thr Leu Val Asp Arg Leu Arg Asp Asn Glu Asn Phe Leu Glu Ser Cys 

;|3 65 70 75 80 

ls\ lie Leu Leu Ser Tyr Val Ser Phe Val Val Met Gly Leu Ser Lys lie 

^ -85 90 95 

Gly Ala Val Met Lys Lys Lys Pro Lys Met Thr Ala Leu Val Arg Gin 
W 100 105 110 

Ifpj Leu Glu Thr Cys Phe Pro Ser Pro Ser Ala Lys Val Gin Glu Glu Tyr 

Jg 115 120 125 

Ala Val Lys Ser Trp Leu Lys Arg Cys His lie Tyr Thr Lys Gly Phe 
130 135 140 

Gly Gly Leu Phe Met lie Met Tyr Phe Ala His Ala Leu lie Pro Leu 
145 150 155 160 

Phe lie Tyr Phe lie Gin Arg Val Leu Leu His Tyr .Pro Asp Ala Lys 
165 170 175 

Gin lie Met Pro Phe Tyr Gin Leu Glu Pro Trp Glu Phe Arg Asp Ser 
180 185 190 

Trp Leu Phe Tyr Pro Ser Tyr Phe His Gin Ser Ser Ala Gly Tyr Thr 
195 200 205 

Ala Thr Cys Gly Ser He Ala Gly Asp Leu Met He Phe Ala Val Val 
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210 215 220 

Leu Gin Val lie Met His Tyr Glu Arg Leu Ala Lys Val Leu Arg Glu 
225 230 235 240 

Phe Lys lie Gin Ala His Asn Ala Pro Asn Gly Ala Lys Glu Asp lie 
245 250 255 

Arg Lys. Leu Gin Ser Leu Val Ala Asn His lie Asp lie Leu Arg Leu 
260 265 270 

Thr Asp Leu Met Asn Glu Val Phe Gly lie Pro Leu Leu Leu Asn Phe 
275 280 285 

lie Ala Ser Ala Leu Leu Val Cys Leu Val Gly Val Gin Leu Thr He 
290 295 300 

Ala Leu Ser Pro Glu Tyr Phe Cys Lys Gin Met Leu Phe Leu He Ser 
305 310 315 320 

Val Leu Leu Glu Val Tyr Leu Leu Cys Ser Phe Ser Gin Arg Leu He 
325 330 335 

Asp Ala Ser Glu Asn Val Gly His Ala Ala Tyr Asp Met Asp Trp Leu 
340 s 345 350 

Gly Ser Asp Lys Arg Phe Lys Lys He Leu He Phe He Ser Met Arg 
355 360 365 

Ser Gin Lys Pro Val Cys Leu Lys Ala Thr Val Val Leu Asp Leu Ser 
370 375 380 

Met Pro Thr Met Ser lie Phe Leu Gly Met Ser Tyr Lys Phe Phe Cys 
385 390 395 400 

Ala Val Arg Thr Met Tyr Gin 
405 



<210> 79 
<211> 1212 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1212) 
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<223> DORLU 13.1 
<400> 79 

atg gaa aca gcg aag gat aat aca gcc agg act ttt atg gaa ttg atg 48 
Met Glu Thr Ala Lys Asp Asn Thr Ala Arg Thr Phe Met Glu Leu Met 
1 5 10 15 

cga gtg cca gta cag ttt tac aga acg att gga gag gat ate tac gcc 96 
Arg Val Pro Val Gin Phe Tyr Arg Thr lie Gly Glu Asp lie Tyr Ala 
20 25 30 

cat cga tec acg aat ccc eta aaa teg ctt etc ttc aag ate tat eta 144 
His Arg Ser Thr Asn Pro Leu Lys Ser Leu Leu Phe Lys lie Tyr Leu 
35 40 45 

tat gcg gga ttc ata aat ttt aat ctg ttg gta ate ggt gaa ctg gtg 192 
Tyr Ala Gly Phe lie Asn Phe Asn Leu Leu Val lie Gly Glu Leu Val 
50 55 60 

ttc ttc tac aac tea att cag gac ttt gaa acc att cga ttg gcc ate 240 
Phe Phe Tyr Asn Ser lie Gin Asp Phe Glu Thr lie Arg Leu Ala lie 
65 70 75 80 

gcg gtg get cca tgt ate gga ttt tct ctg gtt get gat ttt aaa caa 288 
Ala Val Ala Pro Cys lie Gly Phe Ser Leu Val Ala Asp Phe Lys Gin 
85 90 95 

get gcc atg. att aga ggc aag aaa aca eta att atg eta etc gat gat 336 
Ala Ala Met lie Arg Gly Lys Lys Thr Leu lie Met Leu Leu Asp Asp 
100 105 110 

ttg gag aac atg cat ccg aaa acc ctg gca aag caa atg gaa tac aaa 384 
Leu Glu Asn Met His Pro Lys Thr Leu Ala Lys Gin Met Glu Tyr Lys 
115 120 125 

ttg ccg gac ttt gaa aag acc atg aaa cgt gtg ate aat ata ttc acc 432 
Leu Pro Asp Phe Glu Lys Thr Met Lys Arg Val lie Asn lie Phe Thr 
130 135 140 

ttt etc tgc ttg gcc tat acg act acg ttc tec ttt tat ccg gcc ate 480 
Phe Leu Cys Leu Ala Tyr Thr Thr Thr Phe Ser Phe Tyr Pro Ala Jle 
145 150 155 160 

aag gca tec gtg aaa ttt aat ttc ttg ggc tac gac acc ttt* gat cga 528 
Lys Ala Ser Val Lys Phe Asn Phe Leu Gly Tyr Asp Thr Phe Asp Arg 
165 170 175 

aat ttt ggt ttc etc ate tgg ttt ccc ttc gat gca aca agg aat aat 576 
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Asn Phe Gly Phe Leu lie Trp Phe Pro Phe Asp Ala Thr Arg Asn Asn 
180 185 190 

ttg ata tac tgg ate atg tac tgg gac ata gec cat ggg gec tat eta 624 
Leu lie Tyr Trp lie Met Tyr Trp Asp lie Ala His Gly Ala Tyr Leu 
195 200 205 

gcg ggt att get ttt etc tgc gec gat ctt ttg etc gtc gta gtc att 672 
Ala Gly lie Ala Phe Leu Cys Ala Asp Leu Leu Leu Val Val Val lie 
210 215 220 

ace cag att tgt atg cac ttt aac tat ata tct atg cga tta gag gat 720 
Thr Gin lie Cys Met His Phe Asn Tyr lie Ser Met Arg Leu Glu Asp 
225 230 235 240 

cat cca tgt aat teg aat gag gac aaa gag aat ata gag ttt ctt att 768 
His Pro Cys Asn Ser Asn Glu Asp Lys Glu Asn lie Glu Phe Leu lie 
245 250 255 

ggc att ate aga tac cat gac aag tgc ctt aaa eta tgc gaa cat gtc 816 
Gly lie lie Arg Tyr His Asp Lys Cys Leu Lys Leu Cys Glu His Val 
260 265 • 270 

aac gat ctg tat agt ttc tct ttg ctg ctt aat ttc ctt atg gca tec 864 
Asn Asp Leu Tyr Ser Phe Ser Leu Leu Leu Asn Phe Leu Met Ala Ser 
275 280 285 

atg cag att tgt ttc ata gec ttt cag gtc ace gaa tea aca gtg gaa 912 
Met Gin lie Cys Phe lie Ala Phe Gin Val Thr Glu Ser Thr Val Glu 
290 295 300 

gtg att att att tac tgc att ttt ttg atg ace teg atg gtt cag gta 960 
Val lie lie lie Tyr Cys lie Phe Leu Met Thr Ser Met Val Gin Val 
305 310 315 320 

ttt atg gtg tgc tac tat ggg gat act tta att gee gcg age ttg aaa 1008 
Phe Met Val Cys Tyr Tyr Gly Asp Thr Leu lie Ala Ala Ser Leu Lys 
325 330 335 

gtg ggc gat gec get tac aac caa aag tgg ttt cag tgc age aaa tec 1056 
Val Gly Asp Ala Ala Tyr Asn Gin Lys Trp Phe Gin Cys Ser Lys Ser 
340 345 350 

tat. tgc ace atg ttg aag ttg eta ate atg agg agt cag aaa cca get 1104 
Tyr Cys Thr Met Leu Lys Leu Leu lie Met Arg Ser Gin Lys Pro Ala 
355 360 365 

tea ata aga ccg ccg act ttt ccc ccc ata tec ttg gtt ace tat atg 1152 
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Ser lie Arg Pro Pro Thr Phe Pro Pro lie Ser Leu Val Thr Tyr Met 
370 375 380 



aag gtc ate age atg teg tat caa ttt ttt gec tta ctt aga acc aca 
Lys Val lie Ser Met Ser Tyr Gin Phe Phe Ala Leu Leu Arg Thr Thr 
385 390 395 400 



1200 



tac age aat aat 
Tyr Ser Asn Asn 



1212 



<210> 8.0 
<211> 404 
<212> PRT 

<213> Drosophila melanogaster 
<400> 80 

Met Glu Thr Ala Lys Asp Asn Thr Ala Arg Thr Phe. Met Glu Leu Met 
Q 1 5 10 15 

<ip • 

Arg Val Pro Val Gin Phe Tyr Arg Thr lie Gly Glu Asp lie Tyr Ala 
# 20 25 30 

T; His Arg Ser Thr Asn Pro Leu Lys Ser Leu Leu Phe Lys lie Tyr Leu 

35 40 45 

Tyr Ala Gly Phe lie Asn Phe Asn Leu Leu Val lie Gly Glu Leu Val 

2 50 55 60 ' 

m £ 

m Phe Phe Tyr Asn Ser lie Gin Asp Phe Glu Thr lie Arg Leu Ala lie 

ih 65 . . ' 70 75 80 

Ala Val Ala Pro Cys lie Gly Phe Ser Leu Val Ala Asp Phe Lys Gin 
85 90 95 

Ala Ala Met lie Arg Gly Lys Lys Thr Leu lie Met Leu Leu Asp Asp 
100 105 110 

Leu Glu Asn Met His Pro Lys Thr Leu Ala Lys Gin Met Glu Tyr Lys 
115 120 125 

Leu Pro Asp Phe Glu Lys Thr Met Lys Arg Val lie Asn lie Phe Thr 
130 135 140* 

Phe Leu Cys Leu Ala Tyr Thr Thr Thr Phe Ser Phe Tyr Pro Ala lie 
145 150 155 160 

Lys Ala Ser Val Lys Phe Asn Phe Leu Gly Tyr Asp Thr Phe Asp Arg 
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165 170 175 

Asn Phe Gly Phe Leu lie Trp Phe Pro Phe Asp Ala Thr Arg Asn Asn 
180 185 190 

Leu lie Tyr Trp lie Met Tyr Trp Asp lie Ala His Gly Ala Tyr Leu 
195 200 , 205 

Ala Gly lie Ala Phe Leu Cys Ala Asp Leu Leu Leu Val Val Val lie 
210 215 220 

Thr Gin lie Cys Met His Phe Asn Tyr lie Ser Met Arg Leu Glu Asp 
225 230 235 240 

His Pro Cys Asn Ser Asn Glu Asp Lys Glu Asn lie Glu Phe Leu lie 
245 250 255 

Gly lie lie Arg Tyr His Asp ' Lys Cys Leu Lys Leu Cys Glu His Val 
Q 260 265 270- 

la 

,p Asn Asp Leu Tyr Ser Phe Ser Leu Leu Leu Asn Phe Leu Met Ala Ser 
*y 275 280 285 

if ess 

W\ Met Gin lie Cys Phe lie Ala Phe Gin Val Thr Glu Ser Thr Val Glu 
7i 2 90 2 95 300 

^ Val lie lie lie Tyr Cys lie Phe Leu Met Thr Ser Met Val Gin Val 
JfT 305 310 315 320 

«Jj Phe Met Val Cys Tyr Tyr Gly Asp Thr Leu lie Ala Ala Ser Leu Lys 

S 325 330 335 

Val Gly Asp Ala Ala Tyr Asn Gin Lys Trp Phe Gin Cys Ser Lys Ser 
340 345 350 

Tyr Cys Thr Met Leu Lys Leu Leu lie Met Arg Ser Gin Lys Pro Ala 
355 360 365 

Ser lie Arg Pro Pro Thr Phe Pro Pro lie Ser Leu Val Thr Tyr Met 
370 375 380 

Lys Val lie Ser Met Ser Tyr Gin Phe Phe Ala Leu Leu Arg Thr Thr 
385 390 395 400 

Tyr Ser Asn Asn 
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<210> 81 
<211> 1179 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<221> CDS 

<222> (1) . . (1179) 

<223> DORLU 14.1 



<400> 81 

atg gaa cct gtg cag tac age tac. gag gat ttc get cga ttg ccc acg 48 
Met Glu Pro Val Gin Tyr Ser Tyr Glu Asp Phe Ala Arg Leu Pro Thr 
15 10 15 



in 



acg gtg ttc tgg ate atg ggc tac gac atg ctg ggc gtt ccg aag acc 96 
Thr Val Phe Trp lie Met Gly Tyr Asp Met Leu Gly Val Pro Lys Thr 
20 25 30 

cgc tct cgc agg ata eta tac tgg ata tat cgt ttc etc tgt etc gee 144 
Arg Ser Arg Arg lie Leu Tyr Trp lie Tyr Arg Phe Leu Cys Leu Ala 
35 40 45 

age cat ggg gtc tgt gta gga gtc atg gta ttt cgt atg gtg gag gca 192 
Ser His Gly Val Cys Val Gly Val Met Val Phe Arg Met Val Glu Ala 
50 55 60 

aag acc att gac aat gtt teg ctg ate atg egg tat gee act ctg gtc 240 
Lys Thr lie Asp Asn Val Ser Leu lie Met Arg Tyr Ala Thr Leu Val 
65 70 75 80 

acc tat ate ate aac teg gat acg aaa ttc gca act gtc tta caa agg 288 
Thr Tyr lie lie Asn Ser Asp Thr Lys Phe Ala Thr Val Leu Gin Arg 
85 90 95 



agt gca att caa agt eta aac tea aaa ctg gee gaa eta tat ccg aag 
Ser Ala lie Gin Ser Leu Asn Ser Lys Leu Ala Glu Leu Tyr Pro Lys 
100 105 110 



336 



acc acg ctg gac agg ate tat cac egg gtg aat gat cac tat tgg acc 
Thr Thr Leu Asp Arg lie Tyr His Arg Val Asn Asp His Tyr Trp Thr 
115 120 125 



384 



aag tea ttt gta tat ttg gtt att ate tac att ggt teg teg att atg 
Lys Ser Phe Val Tyr Leu Val lie lie Tyr lie Gly Ser Ser lie Met 
130 135 140 



432 
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gtt gtt att gga ccg att att acg teg att ata get tac ttc acg cac 480 
Val Val lie Gly Pro lie lie Thr Ser lie lie Ala Tyr Phe Thr His 
145 150 155 160 

aac gtt ttc ace tac atg cac tgc tat ccg tac ttt ttg tat gat cct 528 
Asn Val Phe Thr Tyr Met His" Cys Tyr Pro Tyr Phe Leu Tyr Asp Pro 
165 170 175 

gag aag gat ccg gtt tgg ate tac ate age ate tat get ctg gaa tgg 576 
Glu Lys Asp Pro Val Trp lie Tyr lie Ser lie Tyr Ala Leu Glu Trp 
180 185 190 

ttg cac age aca cag atg gtc att teg aac att ggc gcg gat -ate tgg 624 
Leu His Ser Thr Gin Met Val lie Ser Asn lie Gly Ala Asp lie Trp 
195 200 205 

ctg ctg tac ttt cag gtg cag ata aat etc cac ttc agg ggc att ata 672 
Leu Leu Tyr Phe Gin Val Gin lie Asn Leu His Phe Arg Gly lie lie 
210 215 220 

cga tea ctg gcg gat cac aag ccc agt gtg aag cac gac cag gag gac . 720 
Arg Ser Leu Ala Asp His Lys Pro Ser Val Lys His Asp Gin Glu Asp 
225 230 . 235^ 240 

agg aaa ttc att gcg aaa att gtc gac aag cag gtg cac ctg gtc agt 768 
Arg Lys Phe lie Ala Lys lie Val Asp Lys Gin Val His Leu Val Ser 
245 250 255 

ttg caa aac gat ctg aat ggt ate ttt gga aaa teg ctg ctt eta age 816 
Leu Gin Asn Asp Leu Asn Gly lie Phe Gly Lys Ser Leu Leu Leu Ser 
260 265 270 

ctg ctg acc acc gca gcg gtt ate tgc acg gtg gcg gtg tac act ctg 864 
Leu Leu Thr Thr Ala Ala Val lie Cys Thr Val Ala Val Tyr Thr Leu 
275 280 285 

att cag ggt ccc acc ttg gag ggc ttc acc tat gtg ate ttc ate ggg 912 
lie Gin Gly Pro Thr Leu Glu Gly Phe Thr Tyr Val lie Phe lie Gly 
290 295 300 

act tct gtg atg cag gtc tac ctg gtg tgc tat tac ggt cag caa gtt 960 
Thr Ser Val Met Gin Val Tyr Leu Val Cys Tyr Tyr Gly Gin Gin Val 
305 310 315 320 

etc gac ttg gtg gag cgc gag gtg gee cac gee gtg tac aat cat gat 1008 
Leu Asp Leu Val Glu Arg Glu Val Ala His Ala Val Tyr Asn His Asp 
325 330 335 
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ttt cac gat get tct ata gcg tac aag agg tac ctg etc ata ate att 1056 
Phe His Asp Ala Ser lie Ala Tyr Lys Arg Tyr Leu Leu lie lie lie 
340 345 350 

ate agg gcg cag cag ccc gtg gaa ctt aat gec atg ggc tac ctg tec 1104 
lie Arg Ala Gin Gin Pro Val Glu Leu Asn Ala Met Gly Tyr Leu Ser 
355 360 365 

att teg ctg gac ace ttt aaa cag ctg atg age gtc tec tac egg gtt 1152 
lie Ser Leu Asp Thr Phe Lys Gin Leu Met Ser Val Ser Tyr Arg Val 
370 375 380 

ata ace atg etc atg cag atg att cag 1179 
lie Thr Met Leu Met Gin Met lie Gin 
385 390 



<210> 82 
g <211> 393 
s|| <212> PRT 

Jp <213> Drosophila melanogaster 
<400> 82 

Met Glu Pro Val Gin Tyr Ser Tyr Glu Asp Phe Ala Arg Leu Pro Thr 
1 5 10 15 

;JL Thr Val Phe Trp lie Met Gly Tyr Asp Met Leu Gly Val Pro Lys Thr 

5u 20 25 30 

::W : 
!: j r 

Arg Ser Arg Arg lie Leu Tyr Trp lie Tyr Arg Phe Leu Cys Leu Ala 

Ser His Gly Val Cys Val Gly Val Met Val Phe Arg Met Val Glu Ala 
50 55 60 

Lys Thr lie Asp Asn Val Ser Leu lie Met Arg Tyr Ala Thr Leu Val 
65 70 75 80 

Thr Tyr lie lie Asn Ser Asp Thr Lys Phe Ala Thr Val Leu Gin Arg 
85 90 95 

Ser Ala lie Gin Ser Leu Asn Ser Lys Leu Ala Glu Leu Tyr Pro Lys 
100 105 110 

Thr Thr Leu Asp Arg lie Tyr His Arg Val Asn Asp His Tyr Trp Thr 
115 120 ' 125 

Lys Ser Phe Val Tyr Leu Val He He Tyr He Gly Ser Ser He Met 

165 



-z;3-b 



130 



135 . 



140 



Val Val lie Gly Pro lie lie Thr Ser lie lie Ala Tyr Phe Thr His 
145 150 155 160 

Asn Val Phe Thr Tyr Met His Cys Tyr Pro Tyr Phe Leu Tyr Asp Pro 
165 170 175 

Glu Lys Asp Pro Val Trp lie Tyr lie Ser lie Tyr Ala Leu Glu Trp 
180 185 190 

Leu His Ser Thr Gin Met Val lie Ser Asn lie Gly Ala Asp lie Trp 
195 200 205 

Leu Leu Tyr Phe Gin Val Gin He Asn, Leu His Phe Arg Gly He He 
210 215 220 

Arg Ser Leu Ala Asp His Lys Pro Ser Val Lys His Asp Gin Glu Asp 
225 230 235 240. 

Arg Lys Phe He Ala Lys He Val Asp Lys Gin Val His Leu Val Ser 
245 250 255 

Leu Gin Asn Asp Leu Asn Gly He Phe Gly Lys Ser Leu Leu Leu Ser 
260 265 270 

Leu Leu Thr Thr Ala Ala Val He Cys Thr Val Ala Val Tyr Thr Leu 
275 280 285 

He Gin Gly Pro Thr Leu Glu Gly Phe Thr Tyr Val He Phe lie Gly 
290 295 300 

Thr Ser Val Met Gin Val Tyr Leu Val Cys Tyr Tyr Gly Gin Gin Val 
305 310 315 320 

Leu Asp Leu Val Glu Arg Glu Val Ala His Ala Val Tyr Asn His Asp 
325 330 335 

Phe His Asp Ala Ser He Ala Tyr Lys Arg Tyr Leu Leu lie lie lie 
340 345 350 

lie Arg Ala Gin Gin Pro Val Glu Leu Asn Ala Met Gly Tyr Leu Ser 
355 360 365 

lie Ser Leu Asp Thr Phe Lys Gin Leu Met Ser Val Ser Tyr Arg Val 
370 375 380 

lie Thr Met Leu Met Gin Met lie Gin 
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385 390 



<210> 83 

<211> 1134 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1134) 

<223> DORLU 15.1 

<400> 83 

atg gac gcc age tac ttt gec gtc cag aga aga get ctg gaa ata gtt 48 

Met Asp Ala Ser Tyr Phe Ala Val Gin Arg Arg Ala Leu Glu lie Val 
15 10 15 

gga ttc gat ccc agt act ccg caa ctg agt ctg aaa cat ccc ate tgg 96 
Gly Phe Asp Pro Ser Thr Pro Gin Leu Ser Leu Lys His Pro lie Trp 
20 25 30 

gcc ggg att etc ate ctg tec ttg ate tct cac aac tgg ccc atg gta 144 
Ala Gly lie Leu" lie Leu Ser Leu lie Ser His Asn Trp Pro Met Val 
35 40 45 

gtc tat gcc ctg cag gat etc tec gac ttg ace cgt ctg acg gac aac 192 
Val Tyr Ala Leu Gin Asp Leu Ser Asp Leu Thr Arg Leu Thr Asp Asn. 
50 55 60 

ttt gcg gtg ttt atg caa gga tea cag age acc ttc aag ttc ctg gtc 240 
Phe Ala Val Phe Met Gin Gly Ser Gin Ser Thr Phe Lys Phe Leu Val 
65 70 75 80 

atg atg gcg aaa cga agg cgc att gga teg ttg att cac cgt ttg cat 288 
Met Met Ala Lys Arg Arg Arg lie Gly Ser Leu lie His Arg Leu His 
85 ' 90 95 

aag eta aac cag gcg gcc agt gcc acg ccc aat cac ctg gag aag ate 336 
Lys Leu Asn Gin Ala Ala Ser Ala Thr Pro Asn His Leu Glu Lys lie 
100 105 110 

gag agg gaa aac caa ctg gat agg tat gtc gcc agg tec ttt aga aat 384 
Glu Arg Glu Asn Gin Leu Asp Arg Tyr Val Ala Arg Ser Phe Arg Asn 
115 120 125 

gcc gcc tac gga gtg att tgt gcc teg gcc ata gcg ccc atg ttg ctt 432 
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Ala Ala Tyr Gly Val lie Cys Ala Ser Ala lie Ala Pro Met Leu Leu 
130 135 140 

ggc ctg tgg gga tat gtg gag' acg ggt gta ttt acc ccg acc aca ccc 480 
Gly Leu Trp Gly Tyr Val Glu Thr Gly Val Phe Thr Pro Thr Thr Pro 
145 150 155 . 160 

atg gag ttc aac ttc tgg ctg gac gag cga aag cct cac ttt tat tgg 528 
Met Glu Phe Asn Phe Trp Leu Asp Glu Arg Lys Pro His Phe Tyr Trp 
165 170 175 

ccc ate tac gtt tgg ggc gta ctg ggc gtg gca get gec gec tgg ttg 57 6 
Pro lie Tyr Val Trp Gly Val Leu Gly Val Ala Ala Ala Ala Trp Leu 
. 180 185 190 

gec att gca acg gac acc ctg ttc tec tgg ctg act cac aat gtg gtg 624 
Ala lie Ala Thr Asp Thr Leu Phe Ser Trp Leu Thr His Asn Val Val 
195 200 205 

att cag ttc caa eta ctg gag ctt gtt etc gaa gag aag gat ctg aat 672 
lie Gin Phe Gin Leu Leu Glu Leu Val Leu Glu Glu Lys Asp Leu Asn 
210 215 220 

ggc gga gac tct cgc ctg acc ggg ttt gtt agt cgt cat cgt ata get 720 
Gly Gly Asp Ser Arg Leu Thr Gly Phe Val Ser Arg His Arg lie Ala 
225 230 235 240 

ctg gat ttg gec aag gaa eta agt teg att ttc ggg gag ate gtc ttt 768 
Leu Asp Leu Ala Lys Glu Leu Ser Ser lie Phe Gly Glu lie Val Phe 
245 250 255 

gtg aaa tac atg etc agt tac ctg caa etc tgc atg ttg gec ttt cgc . 816 
Val Lys Tyr Met Leu Ser Tyr Leu Gin Leu Cys Met- Leu Ala Phe Arg 
260 265 270 

ttc age cgc agt ggc tgg agt gee cag gtg cca ttt aga gee acc ttc 864 
Phe Ser Arg Ser Gly Trp Ser Ala Gin Val Pro Phe Arg Ala Thr Phe 
275 280 285 

eta gtg gec ate ate ate caa ctg agt teg tat tgc tat gga ggc gag 912 
Leu Val Ala lie lie lie Gin Leu Ser Ser Tyr Cys Tyr Gly Gly Glu 
290 295 300 

tat ata aag cag caa agt ttg gee ate gca caa gec gtt tat ggt caa 960 
Tyr lie Lys Gin Gin Ser Leu Ala lie Ala Gin Ala Val Tyr Gly Gin 
305 310 315 320 

ate aat tgg cca gaa atg acg cca aag aaa aga aga etc tgg caa atg 1008 
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23T 



lie Asn Trp Pro Glu Met Thr Pro Lys Lys Arg Arg Leu Trp Gin Met 
325 330 335 



gtg ate atg agg gcg cag cga ccg get aag att ttt gga ttc atg ttc 
Val lie Met Arg Ala Gin Arg Pro Ala Lys lie Phe Gly Phe Met Phe 
340 345 350 



1056 



gtt gtg gac ttg cca ctg ctg ctt tgg gtc ate aga act, gcg ggc tea 
Val Val Asp Leu Pro Leu Leu Leu Trp Val lie Arg Thr Ala Gly Ser 
355 360 365 



1104 



ttt ctg gec atg ctt agg act ttc gag cgt 
Phe Leu Ala Met Leu Arg Thr Phe Glu Arg 
370 375 



1134 



<210> 84 
<211> 378 
^ <212> PRT 

,f| <213> Drosophila melanogaster 
dg <400> 84 

H Met Asp Ala Ser Tyr Phe Ala Val Gin Arg Arg Ala Leu Glu lie Val 

tfl 1 5 10 15 

^ i 

^ Gly Phe Asp Pro Ser Thr Pro Gin Leu Ser Leu Lys His Pro lie Trp 
L 20 25 30 

Ala Gly lie Leu lie Leu Ser Leu lie Ser His Asn Trp Pro Met Val 
K 35 40 4 5 

Val Tyr Ala Leu Gin Asp Leu Ser Asp Leu Thr Arg Leu Thr Asp Asn 
^ 50 55 60 

Phe Ala Val Phe Met Gin Gly Ser Gin Ser Thr Phe Lys Phe Leu Val 
65 70 75 80 

Met Met Ala Lys Arg Arg Arg lie Gly Ser Leu lie His Arg Leu His 
85 90 95 

Lys Leu Asn Gin Ala Ala Ser Ala Thr Pro Asn His Leu Glu Lys lie 
100 105 110 

Glu Arg Glu' Asn Gin Leu Asp Arg Tyr Val Ala Arg Ser Phe Arg Asn 
115 120 125 

Ala Ala Tyr Gly Val lie Cys Ala Ser Ala lie Ala Pro Met Leu Leu 
130 135 140 
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Gly Leu Trp Gly Tyr Val Glu Thr Gly Val Phe Thr Pro Thr Thr Pro 
145 150 155 160 

Met Glu Phe Asn Phe Trp Leu Asp Glu Arg Lys Pro His Phe Tyr Trp 
165 170 175 

Pro lie Tyr Val Trp Gly Val Leu Gly Val Ala Ala Ala Ala Trp Leu 
180 185 190 

Ala lie Ala Thr Asp Thr Leu Phe Ser Trp Leu Thr His Asn Val Val 
195 200 205 

lie Gin Phe Gin Leu Leu Glu Leu Val Leu Glu Glu Lys Asp Leu Asn 
210 215 220 

Gly Gly Asp Ser Arg Leu Thr Gly Phe Val Ser Arg His Arg lie Ala 
225 230 235 240 

Leu Asp Leu Ala Lys Glu Leu Ser Ser lie Phe Gly Glu lie Val Phe 
245 250 255 

Val Lys Tyr Met Leu Ser Tyr Leu Gin Leu Cys Met Leu Ala Phe Arg 
260 265 270 

Phe Ser Arg Ser Gly Trp Ser Ala Gin Val Pro Phe Arg Ala Thr Phe 
275 280 285 

Leu Val Ala lie lie lie Gin Leu Ser Ser Tyr Cys Tyr Gly Gly Glu 
290 295 300 

Tyr lie Lys Gin Gin Ser Leu Ala lie Ala Gin Ala Val Tyr Gly Gin 
305 310 315 320 

lie Asn Trp Pro Glu Met Thr" Pro Lys Lys Arg Arg Leu Trp Gin Met 
325 330 335 

Val lie Met Arg Ala Gin Arg Pro Ala Lys lie Phe Gly Phe Met Phe 
340 345 350 

Val Val Asp Leu Pro Leu Leu Leu Trp Val He Arg Thr Ala Gly Ser 
355 360 365 



Phe Leu Ala Met Leu Arg Thr Phe Glu Arg 
370 375 



170 



<210> 85 
<211> 1065 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<221> CDS 

<222> (1) . . (1065) 

<223> DORLU 16.1 



<400> 85 

atg gaa aaa eta cgt tec tat gag gat ttc ate ttc atg gee aac atg 48 

Met Glu Lys Leu Arg Ser Tyr Glu Asp Phe lie Phe Met Ala Asn Met 

15 10 15 

atg ttc aag acc ctt ggc tac gat eta ttc cat aca ccc aaa ccc tgg 96 
Met Phe Lys Thr Leu Gly Tyr Asp Leu Phe His Thr Pro Lys Pro Trp 
20 25 30 

tgg cgc tat ctg ctt gtg cga gga tac ttc gtt ttg tgc acg ate age 144 
Trp Arg Tyr Leu Leu Val Arg Gly Tyr Phe Val Leu Cys Thr lie Ser 
35 .40 45 

aac ttt tac gag get tec atg gtg acg aca agg ata att gag tgg gaa 192 
Asn Phe Tyr Glu Ala Ser Met . Val Thr Thr Arg lie lie Glu Trp Glu 
50 55 60 

tec ttg gee gga agt ccc tec aaa ata atg cga cag ggt ctg cac ttc 240 
Ser Leu Ala Gly Ser Pro Ser Lys lie Met Arg Gin Gly Leu His Phe 
65 70 75 80 

ttt tac atg ttg agt age caa ttg aaa ttt ate aca ttc atg ata aat 288 
Phe Tyr Met Leu Ser Ser Gin Leu Lys Phe lie Thr Phe Met lie Asn 
85 90 95 

cgc aaa cgc eta ctg cag ctg age cat cgt ttg aaa gag ttg tat cct 336 
Arg Lys Arg Leu Leu Gin Leu Ser His Arg Leu Lys Glu Leu Tyr Pro 
100 105 110 

cat aaa gag caa aat caa agg aag tac gag gtg aat aaa tac tac eta 384 
His Lys Glu Gin Asn Gin Arg Lys Tyr Glu Val Asn Lys Tyr Tyr Leu 
115 120 125 



tec tgt tec acg cgc aat gtt ttg tac gtg tac tac ttt gta atg gtc 432 
Ser Cys Ser Thr Arg Asn Val Leu Tyr Val Tyr Tyr Phe Val Met Val 
130 135 140 

gtc atg gca ctg gaa ccc etc gtt cag teg tgc att ate cag ttc ata 480 
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Val Met Ala Leu Glu Pro Leu Val Gin Ser Cys lie lie Gin Phe lie 

145 150 155 160 

gtg aat gtg age ctg ggc aca gat ctg tgg atg atg tgc gtc tea age 528 

Val Asn Val Ser Leu Gly Thr Asp Leu Trp Met Met Cys Val Ser Ser 

165 170 175 

caa ata teg atg cac ttg ggc tat ctg gee aat atg ttg gec tec att 576 

Gin lie Ser Met His Leu Gly Tyr Leu Ala Asn Met Leu Ala Ser lie 

180 185 190 

cga cca agt cca gaa acg gaa caa caa gac tgt gac ttc ttg gee age 624 

Arg Pro Ser Pro Glu Thr Glu Gin Gin Asp Cys Asp Phe Leu Ala Ser 

195 200 205 

att ata aag aga cat caa eta atg ate agg ctt caa aag gac gtg aac 672 

lie lie Lys Arg His Gin Leu Met lie Arg Leu Gin Lys Asp Val Asn 

210 215 220. 

Q 

. tat gtt ttt gga etc tta ttg gca tct aat ctg ttt ace aca tec tgt 720 

,p . Tyr Val Phe Gly Leu Leu Leu Ala Ser Asn Leu Phe Thr Thr Ser Cys 

.*Q 225 ,230 235 240 

tta ctt tgc tgc atg gcg tac tat ace gtc gtc gaa ggt ttc aat tgg 7 68 

Leu Leu Cys Cys Met Ala Tyr Tyr Thr Val Val Glu Gly Phe Asn Trp 

' N . 245 250 255 

^ gag ggc att tec tat atg atg etc ttt get agt gta get gec cag ttc 816 

Glu Gly lie Ser Tyr Met Met Leu Phe Ala Ser Val Ala Ala Gin Phe 

260 265 270 

tac gtt gtc age tea cac gga caa atg tta ata gat ttg agt aca aat 864 

Tyr Val Val Ser Ser His Gly Gin Met Leu lie Asp Leu Ser Thr Asn 

275 280 285 

tta gec aag get gec ttt gaa age aag tgg tat gaa gga tct ttg cga 912 

Leu Ala Lys Ala Ala Phe Glu Ser Lys Trp Tyr Glu Gly Ser Leu Arg 

290 295 300 

tac aaa aag gag ata etc att eta atg gca cag get caa cga cct ttg 960 

Tyr Lys Lys Glu lie Leu lie Leu Met Ala Gin Ala Gin Arg Pro Leu 

305 310 315 320 

gag att tea gee agg gga gta att ate ata tec etc gac ace ttt aaa 1008 

Glu lie . Ser Ala Arg Gly Val lie lie lie Ser Leu Asp Thr Phe Lys 

325 330 335 

ata ttg atg ace ate aca tac aga ttt ttc gcg gtt ata cga caa act 1056 
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lie Leu Met Thr lie Thr Tyr Arg Phe Phe Ala Val lie Arg Gin Thr 
340 345 350 

gta gaa aag 1065 
Val Glu Lys 
355 



<210> 86 
<211> 355 
<212> PRT 

<213> Drosophila melanogaster 
<400> 86 

Met Glu Lys Leu Arg Ser Tyr Glu Asp Phe lie Phe Met Ala Asn Met 
15 10 15 

Met Phe Lys Thr Leu Gly Tyr Asp Leu Phe His Thr Pro Lys Pro Trp 
20 25 30 

Trp Arg Tyr Leu Leu Val Arg Gly Tyr Phe Val Leu Cys Thr lie Ser 
35 40 45 

Asn Phe Tyr Glu Ala Ser Met Val Thr Thr Arg lie lie Glu Trp Glu 
50 55 60 

Ser Leu Ala Gly Ser Pro Ser Lys lie Met Arg Gin Gly Leu His Phe 
65 70 75 . 80 

Phe Tyr Met Leu Ser Ser Gin Leu Lys Phe lie Thr Phe Met lie Asn 
85 90 95 

Arg Lys Arg Leu Leu Gin Leu Ser His Arg Leu Lys Glu Leu Tyr Pro 
100 105 110 

His Lys Glu Gin Asn Gin Arg Lys Tyr Glu Val Asn Lys Tyr Tyr Leu 
115 120 125 

Ser Cys Ser Thr Arg Asn Val Leu Tyr Val Tyr Tyr Phe Val Met Val 
■ 130 135 140 

Val Met Ala Leu Glu Pro Leu Val Gin Ser Cys He He Gin Phe He 
145 150 155 160 

Val Asn Val Ser Leu Gly Thr Asp Leu Trp Met Met Cys Val Ser Ser 
165 170 175 

Gin He Ser Met His Leu Gly Tyr Leu Ala Asn Met Leu Ala Ser He 
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180 



185 



190 



Arg Pro Ser Pro Glu Thr Glu Gin Gin Asp Cys Asp Phe Leu Ala Ser 
195 200 205 

lie lie Lys Arg His Gin Leu Met lie Arg Leu Gin Lys Asp Val Asn 
210 215 220 

Tyr Val Phe Gly Leu Leu Leu Ala Ser Asn Leu Phe Thr Thr Ser Cys 
225 230 235 240 

Leu Leu Cys Cys Met Ala Tyr Tyr Thr Val Val Glu Gly Phe Asn Trp 
245 250 255 

Glu Gly lie Ser Tyr Met Met Leu Phe Ala Ser Val Ala Ala Gin Phe 
260 265 270 

Tyr Val Val Ser Ser His Gly Gin Met Leu lie Asp Leu Ser Thr Asn 
275 280 285 

Leu Ala Lys Ala Ala Phe Glu Ser Lys Trp Tyr Glu Gly Ser Leu Arg 
290 295 300 

Tyr Lys Lys Glu lie Leu lie Leu Met Ala Gin Ala Gin Arg Pro Leu 
305 310 315 320 

Glu lie Ser Ala Arg Gly Val lie lie lie Ser Leu Asp Thr Phe Lys 
325 330 335 

lie Leu Met Thr lie Thr Tyr Arg Phe Phe Ala Val lie Arg Gin Thr 
340 345 350 

Val Glu Lys 
355 



<210> 87 
<211> 1272 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1272) 

<223>- DORLU 22 . 1 

<400> 87 

174 
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atg ctg acg gac aag ttc etc cga ctg cag tec get tta ttt cgc ctt 48 
Met Leu Thr Asp Lys Phe Leu Arg Leu Gin Ser Ala Leu Phe Arg Leu 
1 5 10 15 ' 

etc gga etc gaa ttg ttg cac gag cag gat gtt ggc cat cga tat cct 96 
Leu Gly Leu Glu Leu Leu His Glu Gin Asp Val Gly His Arg Tyr Pro 
20 25 30 

tgg cgc age ate tgc tgc att etc teg gtg gec agt ttc atg ccc ctg 14 4 
Trp Arg Ser lie Cys Cys lie Leu Ser Val Ala Ser Phe Met Pro Leu 
35 -40 45 

ace att gcg ttt ggc ctg caa aac gtc caa aat gtg gag caa tta ace 192 
Thr lie Ala Phe Gly Leu Gin Asn Val Gin Asn Val Glu Gin Leu Thr 
50 55 60 

gac tea etc tgc teg gtt etc gtg gat ttg ctg gee ctg tgc aaa ate 240 
Asp Ser Leu Cys Ser Val Leu Val Asp Leu Leu Ala Leu Cys Lys lie 
65 70 75 80 

ggg ctt ttc ctt tgg ctt tac aag gac ttc aag ttc eta ata ggg cag 288 
Gly Leu Phe Leu Trp Leu Tyr Lys Asp Phe Lys Phe Leu lie Gly Gin 
85 90 95 

ttc tat tgt gtt ttg caa acg gaa ace cac acc get gtc get gaa atg 336 
Phe Tyr Cys Val Leu Gin Thr Glu Thr His Thr Ala Val Ala Glu Met 
100 105 110 

ata gtg acc agg gaa agt cgt egg gat cag ttc ate agt get atg tat 384 
lie Val Thr Arg Glu Ser Arg Arg Asp Gin Phe lie Ser Ala Met Tyr 
115 120 125 

gee tac tgt ttc att acg get ggc ctt teg gec tgc ctg atg tec cct 432 
Ala Tyr Cys Phe lie Thr Ala Gly Leu Ser Ala Cys Leu Met Ser Pro 
130 135 140 

eta tec atg ctg att age tac cac gaa cag gtg aat tgc age cga aat 480 
Leu Ser Met Leu lie Ser Tyr His Glu Gin Val Asn Cys Ser Arg Asn 
145 150 155 160 

ttc cat ttc cca gtg tgt aag aaa aag tac tgc tta ata tec aga ata 528 
Phe His Phe Pro Val Cys Lys Lys Lys Tyr Cys Leu lie Ser Arg lie 
165 170 175 

tta aga tac agt ttc tgc aga tat ccc tgg gac aat atg aag ctg tec 576 
Leu Arg Tyr Ser Phe Cys Arg Tyr Pro Trp Asp Asn Met Lys Leu Ser 
180 185 190 
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aac tac ate att tec tat ttc tgg aat gtg tgt get gca ttg ggc gtg 624 
Asn Tyr lie lie Ser Tyr Phe Trp Asn Val Cys Ala Ala Leu Gly Val 
195 200 205 

gca ctg ccc acc gtt tgt gtg gac aca ctg ttc tgt tct ctg age cat 672 
Ala Leu Pro Thr Val Cys Val Asp Thr Leu Phe Cys Ser Leu Ser His 
210 215 220 

aat etc tgt gee eta ttc cag att gee agg cac aaa atg atg cac ttt 720 
Asn Leu Cys Ala Leu Phe Gin lie Ala Arg His Lys Met Met His . Phe 
225 230 235 240 

gag ggc aga aat acc aaa gag act cat gag aac tta aag cac gtg ttt 768 
Glu Gly Arg Asn Thr Lys Glu Thr His Glu Asn Leu Lys His Val Phe 
245 250 255 

caa eta tat gcg ttg tgt ttg aac ctg ggc cat ttc tta aac gaa tat 816 
Gin Leu Tyr Ala Leu Cys Leu Asn Leu Gly His Phe Leu Asn Glu Tyr 
260 265 270 

ttc aga ccg etc ate tgc cag ttt gtg gca gec tea ctg cac ttg tgt 864 
Phe Arg Pro Leu lie Cys Gin Phe Val Ala Ala Ser Leu His Leu Cys 
275 280 285 

gtc ctg tgc tac caa ctg tct gec aat ate ctg cag cca gcg tta etc 912 
Val Leu Cys Tyr Gin Leu Ser Ala Asn lie Leu Gin Pro Ala Leu Leu 
290 295 300 

ttc tat gee gca ttt acg gca gca gtt gtt ggc cag gtg tct ata tac 960 
Phe Tyr Ala Ala Phe Thr Ala Ala Val Val Gly Gin Val Ser lie Tyr 
305 310 315 320 

tgc ttc tgc gga teg age ate cat teg gag tgt cag eta ttt ggc cag 1008 
Cys Phe Cys Gly Ser Ser lie His Ser Glu Cys Gin Leu Phe Gly Gin 
325 330 335 

gec ate tac gag tec age tgg ccc cat ctg ctg cag gaa aac ctg cag 1056 
Ala lie Tyr Glu Ser Ser Trp Pro His Leu Leu Gin Glu Asn Leu Gin 
340 345 350 

ctt gta age tec tta aaa att gec atg atg cga teg agt ttg gga tgt 1104 
Leu Val Ser Ser Leu Lys lie Ala Met Met Arg Ser Ser Leu Gly Cys 
355 360 365 

ccc ate gat ggt tac ttc ttc gag gee aat egg gag acg etc ate acg 1152 
Pro lie Asp Gly Tyr Phe Phe Glu Ala Asn Arg Glu Thr Leu lie Thr 
370 375 380 
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ate cct ggc eta get ttc egg get ttc att att cag tgg ttc agt cgt 
lie Pro Gly Leu Ala Phe Arg Ala Phe lie lie Gin Trp Phe Ser Arg 
385 - 390 395 400 



1200 



teg ggt ttg ttt aac tec gga aat att tac aat tat get tta age egg 
Ser Gly Leu Phe Asn Ser Gly Asn lie Tyr Asn Tyr Ala Leu Ser Arg 
405 410 415 



1248 



tgt tgt tac age cag ttg get aat 
Cys Cys Tyr Ser Gin Leu Ala Asn 
420 



1272 



<210> 88 
<211> 424 
<212> PRT 

<213> Drosophila melanogaster 
<400> 88 

Met Leu Thr Asp Lys Phe Leu Arg Leu Gin Ser Ala Leu Phe Arg Leu 
15 10 15 

Leu Gly Leu Glu Leu Leu His Glu Gin Asp Val Gly His Arg Tyr Pro 
20 -25 30 

Trp Arg Ser lie Cys Cys lie Leu Ser Val Ala Ser Phe Met Pro Leu 
35 40 45 

Thr lie Ala Phe Gly Leu Gin Asn Val Gin Asn Val Glu Gin Leu Thr 
50 55 60 

Asp Ser Leu Cys Ser Val Leu Val Asp Leu Leu Ala Leu Cys Lys lie 
65 70 75 80 

Gly Leu Phe Leu Trp Leu Tyr' Lys Asp Phe Lys Phe Leu lie Gly Gin 
85 90 95 

Phe Tyr Cys Val Leu Gin Thr Glu Thr His Thr Ala Val Ala Glu Met 
100 . 105 110 

lie Val Thr Arg Glu Ser Arg Arg Asp Gin Phe lie Ser Ala Met Tyr 
115 120 125 

Ala Tyr Cys Phe lie Thr Ala Gly Leu Ser Ala Cys Leu Met Ser Pro 
130 135 140 

Leu Ser Met Leu lie Ser Tyr His Glu Gin Val Asn Cys Ser Arg Asn 
145 150 155 - 160 
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Phe His Phe Pro Val Cys Lys Lys Lys Tyr Cys Leu lie Ser Arg lie 
165 170 175 

Leu Arg Tyr Ser Phe Cys Arg Tyr Pro Trp Asp Asn Met Lys Leu Ser 
180 185 190 

Asn Tyr lie lie Ser Tyr Phe Trp Asn Val Cys Ala Ala Leu Gly Val 
195 200 205 

Ala Leu Pro Thr Val Cys Val Asp Thr Leu Phe Cys Ser Leu Ser His 
210 215 220 

Asn Leu Cys Ala Leu Phe Gin lie Ala Arg His Lys Met Met His Phe 
225 230 235 240 

Glu Gly Arg Asn Thr Lys Glu Thr His Glu Asn Leu Lys His Val Phe 
245 250 255 

Gin Leu Tyr Ala Leu Cys Leu Asn Leu Gly His Phe Leu Asn Glu Tyr 
260 265 270 

Phe Arg Pro Leu lie Cys Gin Phe Val Ala Ala Ser Leu His Leu Cys. 
275 280 ' 285 

Val Leu Cys Tyr Gin Leu Ser Ala Asn lie Leu Gin Pro Ala Leu Leu 
290 295 300 

Phe Tyr Ala Ala Phe Thr Ala Ala Val Val Gly Gin Val Ser lie Tyr 
305 310 315 320 

Cys Phe Cys Gly Ser Ser lie His Ser Glu Cys Gin Leu Phe Gly Gin 
325 330 335 

Ala lie Tyr Glu Ser Ser Trp Pro His Leu Leu Gin Glu Asn Leu Gin 
340 345 350 

Leu Val Ser Ser Leu Lys lie Ala Met Met Arg Ser Ser Leu Gly Cys 
355 360 365 

Pro lie Asp Gly Tyr Phe Phe Glu Ala Asn Arg Glu Thr Leu lie Thr 
370 375 380 

lie Pro Gly Leu Ala Phe Arg Ala Phe lie lie Gin Trp Phe Ser Arg 
385 390 395 400 

Ser Gly Leu Phe Asn Ser Gly Asn lie Tyr Asn Tyr Ala Leu Ser Arg 
405 410 415 

178 



Cys Cys Tyr Ser Gin Leu Ala Asn 
420 



<210> 89 

<211> 1176 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1176) 

<223> DORLU 24.1 

<400> 89 

atg tea aag eta ate gag gtg ttt ctg ggt aat ctg tgg acg cag cgt 48 
Met Ser Lys Leu lie Glu Val Phe Leu Gly Asn Leu Trp Thr Gin Arg 
1 5 10 15 

ttt ace ttc gee cga atg ggt ttg gat ttg cag ccc gat aaa aag ggc 96 
Phe Thr Phe Ala Arg Met Gly Leu Asp Leu Gin Pro Asp Lys Lys Gly 
20 25 30 

aat gtt ttg cga tct ccg ctt ctt tat tgt att atg tgt ctg aca aca 144 
Asn Val Leu Arg Ser Pro Leu Leu Tyr Cys lie Met Cys Leu Thr Thr 
35 40 45 

age ttt gag etc tgc ace gtg tgc gee ttt atg gtc ca'a aat cgc aac 192 
Ser Phe Glu Leu Cys Thr Val Cys Ala Phe Met' Val Gin Asn Arg Asn 
50 55 60 

caa ate gtg ctt tgt tec gag gee ctg atg cac gga eta cag atg gtc 240 
Gin lie Val Leu Cys Ser Glu Ala Leu Met His Gly Leu Gin Met Val 
65 70 75 80 

tec teg eta ctg aag atg get ata ttc ttg gee aaa tct cac gac ctg 288 
Ser Ser Leu Leu Lys Met Ala lie Phe Leu Ala Lys Ser His Asp Leu 
85 90 95 

gtg gac eta att caa cag att cag teg cct ttt aca gag gag gat ctt 336 
Val Asp Leu lie Gin Gin lie Gin Ser Pro Phe Thr Glu Glu Asp Leu 
100 105 110 

gta ggt aca gag tgg aga tec caa aat caa agg gga caa eta atg get 384 
Val Gly Thr Glu Trp Arg Ser Gin Asn Gin Arg Gly Gin Leu Met Ala 
115 120 125 
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gcc att tac ttt atg atg tgt gcc ggt acg agt gtg tea ttt ctg ttg 432 

Ala lie Tyr Phe Met Met Cys Ala Gly Thr Ser Val Ser Phe Leu Leu 

130 135 140 

atg cca gtg get ttg acc atg ctt aag tac cat tec act ggg gaa ttc 480 

Met Pro Val Ala Leu Thr Met Leu Lys Tyr His Ser Thr Gly Glu Phe 

145 150 155 160 

gcg cct gtc age teg ttc egg gtt ctg ctt cca tac gat gtg aca caa 528 

Ala Pro Val Ser Ser Phe Arg Val Leu Leu Pro Tyr Asp Val Thr Gin 

165 170 175 

ccg cat gtt tat gcc atg gac tgc tgc ttg atg gta ttt gtg tta agt 576 

Pro His Val Tyr Ala Met Asp Cys Cys Leu Met Val Phe Val Leu Ser 

180 185 190 

ttt ttt tgc tgc tec acc acc gga gtg gat acc tta tat gga tgg tgt 624 

□ Phe Phe Cys Cys Ser Thr Thr Gly Val Asp Thr Leu Tyr Gly Trp Cys 

%Q 195 200 205 

'•p . 

;:.y get tta ggc gtg agt tta caa tac cgt cgc etc ggt caa caa ctt aaa 672 

Ala Leu Gly Val Ser Leu Gin Tyr Arg Arg Leu Gly Gin Gin Leu Lys 

VI 210 215 220 

agg ata ccc tec tgt ttc aat cca tct egg tct gac ttt gga tta agt 720 

JL, Arg lie Pro Ser Cys Phe Asn Pro Ser Arg Ser Asp Phe Gly Leu Ser 

]H 225 230 235 240 

ggg att ttt gtg gag cat get cgt ctg ctt aaa ata gtc caa . cat ttt 7 68 

fg Gly lie Phe Val Glu His Ala Arg Leu Leu Lys lie Val Gin His Phe 

A 245 250 255 

'JSCS." 

aat tat agt ttt atg gag ate gca ttt gtg gag gtt gtt ata ate tgt 816 

Asn Tyr Ser Phe Met Glu lie Ala Phe Val Glu Val Val lie lie Cys 

260 265 270 

gga etc tat tgc tea gta att tgt cag tat ata atg cca cac acc aac 864 

Gly Leu Tyr Cys Ser Val lie Cys Gin Tyr lie Met Pro His Thr Asn 

275 280 285 

caa aac ttc gcc ttt ctg ggt ttc ttt tea ttg gta gtt acc aca cag 912 

Gin Asn Phe Ala Phe Leu Gly Phe Phe Ser Leu Val Val Thr Thr Gin 

290 295 300 

ctg tgc ate tat ctt ttc ggt gcc gaa cag gtc cgt ttg gag get gag 960 

- Leu Cys lie Tyr Leu Phe Gly Ala Glu Gin Val Arg Leu Glu Ala Glu 

305 310 315 320 

180 



cga ttt tec egg ctg eta tac gaa gta att cct tgg caa aac ctt cct 
Arg Phe Ser Arg Leu Leu Tyr Glu Val lie Pro Trp Gin Asn Leu Pro 
325 330 335 



1008 



cct aaa cac egg aaa ctt ttc ctt ttt cca att gag cgc gec caa cga 
Pro Lys His Arg Lys Leu Phe Leu Phe Pro lie Glu Arg Ala Gin Arg 
340 345 350 



1056 



gaa act gtt etc ggt get tat ttc ttc gaa eta ggc aga cct ctt ctt 
Glu Thr Val Leu Gly Ala Tyr Phe Phe Glu Leu Gly Arg Pro Leu Leu 
355 360 365 



1104 



gtt tgg ata ttt cgc aca gca ggc tct ttt aca act ttg atg aac get 
Val Trp lie Phe Arg Thr Ala Gly Ser Phe Thr Thr Leu Met Asn Ala 
370 375 380 



1152 



etc tac gca aaa tac gaa acg cat 
Leu Tyr Ala Lys Tyr Glu Thr His 
385 390 



1176 



<210> 90 
<211> 392 
<212> PRT 

<213> Drosophila melanogaster 
<400> 90 

Met Ser Lys Leu lie Glu Val Phe Leu Gly Asn Leu Trp Thr Gin Arg 
1 5 10 15 

Phe Thr Phe Ala Arg Met Gly Leu Asp Leu Gin Pro Asp Lys Lys Gly 
20 25 30 

Asn Val Leu Arg Ser Pro Leu Leu Tyr Cys lie Met Cys Leu Thr Thr 
35 40 45 

Ser Phe Glu Leu Cys Thr Val Cys Ala Phe Met Val Gin Asn Arg Asn 
50 55 60 

Gin lie Val Leu Cys Ser Glu Ala Leu Met His Gly Leu Gin Met Val 
65 70 75 80 

Ser Ser Leu Leu Lys Met Ala lie Phe Leu Ala Lys Ser His Asp Leu 
85 90 95 

Val Asp Leu lie Gin Gin lie Gin Ser Pro Phe Thr Glu Glu Asp Leu 
100 105 110 
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Val Gly Thr Glu Trp Arg Ser Gin Asn Gin Arg Gly Gin Leu Met Ala 
115 120 125 

Ala lie Tyr Phe Met Met Cys Ala" Gly Thr Ser Val Ser Phe Leu Leu 
130 135 140 

Met Pro Val Ala Leu Thr Met Leu Lys Tyr His Ser Thr Gly Glu Phe 
145 ' 150 155 160 

Ala Pro Val Ser Ser Phe Arg Val Leu Leu Pro Tyr Asp Val Thr Gin 
165 170 175 

Pro His Val Tyr Ala Met Asp Cys Cys Leu Met Val Phe Val Leu Ser 
180 185 190 



Phe Phe Cys Cys Ser Thr Thr Gly Val Asp Thr Leu Tyr Gly Trp Cys 
195 200 205 

Ala Leu Gly Val Ser Leu Gin Tyr Arg Arg Leu Gly Gin Gin Leu Lys 
210 215 220 



Arg lie Pro Ser Cys Phe Asn Pro Ser Arg Ser Asp Phe Gly Leu Ser 
225 230 235 240 



Gly lie Phe Val Glu His Ala Arg Leu Leu Lys lie Val Gin His Phe 
245 250 255 

Asn Tyr Ser Phe Met Glu lie Ala Phe Val Glu Val Val He He Cys 
260 265 270 

Gly Leu Tyr Cys Ser Val He Cys Gin Tyr He Met Pro His Thr Asn 
275 280 285 

Gin Asn Phe Ala Phe Leu Gly Phe Phe Ser Leu Val Val Thr Thr Gin 
290 295 300 

Leu Cys He Tyr Leu Phe Gly Ala Glu Gin Val Arg Leu Glu Ala Glu 
305 310 315 320 

Arg Phe Ser Arg Leu Leu Tyr Glu Val He Pro Trp Gin Asn Leu Pro 
325 330 335 

Pro Lys His Arg Lys Leu Phe Leu Phe Pro He Glu Arg Ala Gin Arg 
340 345 350 

Glu Thr Val Leu Gly Ala Tyr Phe Phe Glu Leu Gly Arg Pro Leu Leu 
355 360 365 



182 



2^3 



Val Trp lie Phe Arg Thr Ala Gly Ser Phe Thr Thr Leu Met Asn Ala 
370 375 380 

Leu Tyr Ala Lys Tyr Glu Thr His 
385 390 



<210> 91 
<211> 1359 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1359) 

<223> DORLU 25.1 

<400> 91 

atg aag age aca ttc aag gaa gaa agg att aag gac gac tec aag cgt 48 
Met Lys Ser Thr Phe Lys Glu Glu Arg lie Lys Asp Asp Ser Lys Arg 
15 10 15 

cgc gac ctg ttt gta ttc gtg agg caa acc atg tgt ata gcg gec atg 96 
Arg Asp Leu Phe Val Phe Val Arg Gin Thr Met Cys He Ala Ala Met 
20 25 30 

tat ccc ttc ggt tac tac gtg aat gga tct gga gtc ctg gec gtt ctg 144 
Tyr Pro Phe Gly Tyr Tyr Val Asn Gly Ser Gly Val Leu Ala Val Leu 
35 40 45 

gtg cga ttc tgt gac ttg acc tac gag etc ttt aac tac ttc gtt teg 192 
Val Arg Phe Cys Asp Leu Thr Tyr Glu Leu Phe Asn Tyr Phe Val Ser 
50 55 60 

gta cac ata get ggc ctg tac ate tgc acc ate tac ate aac tat ggg 24 0 
Val His lie Ala Gly Leu Tyr lie Cys Thr He Tyr He Asn Tyr Gly 
65 70 75 80 

caa ggc gat ttg gac ttc ttc gtg aac tgt ttg ata caa acc att att 288 
Gin Gly Asp Leu Asp Phe Phe Val Asn Cys Leu He Gin Thr lie He 
85 90 95 

tat ctg tgg aca ata gcg atg aaa etc tac ttt egg agg ttc aga cct 336 
Tyr Leu Trp Thr He Ala Met Lys Leu Tyr Phe Arg Arg Phe Arg Pro 
100 105 110 



183 



ggt ttg ttg aat acc att ctg tec aac ate aat gat gag tac gag aca 384 
Gly Leu Leu Asn Thr lie Leu Ser Asn lie Asn Asp Glu Tyr Glu Thr 
115 120 125 

cgt teg get gtg gga ttc agt ttc gtc aca atg gcg gga tec tat egg 432 
Arg Ser Ala Val Gly Phe Ser Phe Val Thr Met Ala Gly Ser Tyr Arg 
130 135 140 

atg tec aag eta tgg ate aaa acc tat gtg tat tgc tgc tac ata ggc 480 
Met Ser Lys Leu Trp lie Lys Thr Tyr Val Tyr Cys Cys Tyr lie Gly 
145 150 155 160 

acc .att ttc tgg ctg get ctt ccc att gee tac egg gat agg agt ctt 528 
Thr lie Phe Trp Leu Ala Leu Pro lie Ala Tyr Arg Asp Arg Ser Leu 
165 170 175 

cct ctt gec tgc tgg tat ccc ttt gac tat aca caa ccc ggt gtc tat 576 
Pro Leu Ala Cys Trp Tyr Pro Phe Asp Tyr Thr Gin Pro Gly Val Tyr 
180 185 190 

gag gta gtg ttc ctt etc cag gcg atg gga cag ate caa gtg gee gca 624 
Glu Val Val Phe Leu Leu Gin Ala Met Gly Gin He Gin Val Ala Ala' 
195 200 205 

tec ttt gee tec tec agt ggc ctg cat atg gtg ctt tgt gtg ctg ata 672 
Ser Phe Ala Ser Ser Ser Gly Leu His Met Val Leu Cys Val Leu He 
210 215 220 

tea ggg cag tac gat gtc etc ttt tgc agt etc aag aat gta tta gec 720 
Ser Gly Gin Tyr Asp Val Leu Phe Cys Ser Leu Lys Asn Val Leu Ala 
225 230 235 240 

age age tat gtc ctt atg gga gee aat atg acg gaa ctg aat caa ttg 768 
Ser Ser Tyr Val Leu Met Gly Ala Asn Met Thr Glu Leu Asn Gin Leu 
245 250 255 

cag get gag caa tct gcg gec gat gtc gag cca ggt cag tat get tac 816 
Gin Ala Glu Gin Ser Ala Ala Asp Val Glu Pro Gly Gin Tyr Ala Tyr 
260 265 270 

tec gtg gag gag gag aca cct ttg caa gaa ctt eta aaa gtt ggg age 864 
Ser Val Glu Glu Glu Thr Pro Leu Gin Glu Leu Leu Lys Val Gly Ser 
275 280 285 

tea atg gac ttc tec tec gca ttc agg ctg tct ttt gtg egg tgc att 912 
Ser Met Asp Phe Ser Ser Ala Phe Arg Leu Ser Phe Val Arg Cys He 
290 295 300 
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cag cac cat cga tac ata gtg gcg gca ctg aag aaa att gag agt ttc 960 
Gin His His Arg Tyr lie Val Ala Ala Leu Lys Lys lie Glu Ser Phe 
305 310 315 320 

tac agt ccc ata tgg ttc gtg aag att ggc gaa gtc acc ttt ctt atg 1008 
Tyr Ser Pro lie Trp Phe Val Lys lie Gly Glu Val Thr Phe Leu Met 
325 330 335 

tgc ctg gta gcc ttc gtc tec acg aag age acc gcg gec aac tea ttc 1056 
Cys Leu Val Ala Phe Val Ser Thr Lys Ser Thr Ala Ala Asn Ser Phe 
340 345 350 

atg cga atg gtc tec ttg ggc cag tac ctg etc tta gtt etc tac gag 1104 
Met Arg Met Val Ser Leu Gly Gin Tyr Leu Leu Leu Val Leu Tyr Glu 
355 360 365 

ctg ttc ate ate tgc tac ttc gcg gac ate gtt ttt cag aac age cag 1152 
Leu Phe lie lie Cys Tyr Phe Ala Asp lie Val Phe Gin Asn Ser Gin 
370 375 380 

egg tgc ggt gaa gcc etc tgg cga agt cct tgg cag cga cat ttg aag 1200 
Arg Cys Gly Glu Ala Leu Trp Arg Ser Pro Trp Gin Arg His Leu Lys 
385 390 395 400 

gat gtt cgc agt gat tac atg ttc ttt atg ctg aat tec cgc agg cag 1248 
Asp Val Arg Ser Asp Tyr Met Phe Phe Met Leu Asn Ser Arg Arg Gin 
405 ' 410 415 

ttc caa ctt acg gcc gga aaa ata age aat eta aac gtg gat cgt ttc 1296 
Phe Gin Leu Thr Ala Gly Lys lie Ser Asn Leu Asn Val Asp Arg Phe 
420 425 430 

aga ggg act att act act gcc ttc teg ttt etc acc ttg ctg caa aag 1344 
Arg Gly Thr lie Thr Thr Ala Phe Ser Phe Leu Thr Leu Leu Gin Lys 
435 440 445 

atg gat gca cga gaa 135 9 

Met Asp Ala Arg Glu 
450 



<210> 92 
<211> 453 
<212> PRT 

<213> Drosophila melanogaster 
<400> 92 

Met Lys Ser Thr Phe Lys Glu Glu Arg lie Lys Asp Asp Ser Lys Arg 

185 



lSl> 



• 



10 



15 



Arg Asp Leu Phe Val Phe Val Arg Gin Thr Met Cys lie Ala Ala Met 
20 25 30 



Tyr Pro Phe Gly Tyr 
35 

Val Arg Phe Cys Asp 
50 

Val His He Ala Gly 
65 

Gin Gly Asp Leu Asp 
85 

Tyr Leu Trp Thr He 
100 

Gly Leu Leu Asn Thr 
115 

Arg Ser Ala Val Gly 
130 



Tyr Val Asn Gly Ser Gly 
40 

Leu Thr Tyr Glu Leu Phe 
55 

Leu Tyr He Cys Thr He 

70 75 

Phe Phe Val Asn Cys Leu 
90 

Ala Met Lys Leu Tyr Phe 
105 

He Leu Ser Asn He Asn 
120 

Phe Ser Phe Val Thr Met 
135 



Val Leu Ala Val Leu 
45 

Asn Tyr Phe Val Ser 
60 

Tyr He Asn Tyr Gly 
80 

He Gin Thr He He 
95 

Arg Arg Phe Arg Pro 
110 

Asp Glu Tyr Glu Thr 
125 

Ala Gly Ser Tyr Arg 
140 



Met Ser Lys Leu 
145 

Thr He Phe Trp 



Pro Leu Ala Cys 
180 

Glu Val Val Phe 
195 



Trp He Lys Thr 
150 

Leu Ala Leu Pro 
165 

Trp Tyr Pro Phe 



Leu Leu Gin Ala 
200 



Tyr Val Tyr Cys 
155 

He Ala Tyr Arg 
170 

Asp Tyr Thr Gin 
185 

Met Gly Gin He 



Cys Tyr He Gly 
160 

Asp Arg Ser Leu 
175 

Pro Gly Val Tyr 
190 

Gin Val Ala Ala 
205 



Ser Phe Ala Ser Ser Ser Gly Leu His Met Val Leu Cys Val Leu He 

• 210 215 220 

Ser Gly Gin Tyr Asp Val Leu Phe Cys Ser Leu Lys Asn Val Leu Ala 

225 230 235 240 

Ser Ser Tyr Val Leu Met Gly Ala Asn Met Thr Glu Leu Asn Gin Leu 

245 250 255 



Gin Ala Glu Gin Ser Ala Ala Asp Val Glu Pro Gly Gin Tyr Ala Tyr 



186 



260 

Ser Val Glu Glu 
275 

Ser Met Asp Phe 
290 

Gin His His Arg 
305 

Tyr Ser Pro lie 



Cys Leu Val Ala 
340 

Met Arg Met Val 

'=13 

: =p Leu Phe lie lie 

€1 37 0 

f\ Arg Cys Gly Glu 

1^ Asp Val Arg Ser 



Phe Gin Leu Thr 
420 

Arg Gly Thr lie 
435 

Met Asp Ala Arg 
450 



Glu Thr Pro Leu 
280 

Ser Ser Ala Phe 
295 

Tyr He Val Ala 
310 

Trp Phe Val Lys 
325 

Phe Val Ser Thr 



Ser Leu Gly Gin 
360 

Cys Tyr Phe Ala 
375 

Ala Leu Trp Arg 
390 

Asp Tyr Met Phe 
405 

Ala Gly Lys He 



Thr Thr Ala Phe 
440 

Glu 



265 

Gin Glu Leu Leu 



Arg Leu Ser Phe 
300 

Ala Leu Lys Lys 
315 

He Gly Glu Val 
330 

Lys Ser Thr Ala 
345 

Tyr Leu Leu Leu 



Asp He Val Phe 
380 

Ser Pro Trp Gin 
395 

Phe Met Leu Asn 
410 

Ser Asn Leu Asn 
425 

Ser Phe Leu Thr 



Lys Val Gly Ser 
285 

Val Arg Cys He 



He Glu Ser Phe 
320 

Thr Phe Leu Met 
335 

Ala Asn Ser Phe 
350 

Val Leu Tyr Glu 
365 

Gin Asn Ser Gin 



Arg His Leu Lys 
400 

Ser Arg Arg Gin 
415 

Val Asp Arg Phe 
430 

Leu Leu Gin Lys 
445 



<210> 93 
<211> 1296 
<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1296) 

187 




<223> DORLU 26.1 
<400> 93 

atg aaa gtg ggt ttt gca act att ggc tat ata aag agt att cct tgc 48 
Met Lys Val Gly Phe Ala Thr lie Gly Tyr lie Lys Ser lie Pro Cys 
15 10 15 

cag gat gtc gtt cac ata gtt ata tec ate atg tec gag tgg tta cgc 96 
Gin Asp Val Val His lie Val lie Ser lie Met Ser Glu Trp Leu Arg 
20 25 30 

ttt ctg aaa cgc gat caa cag ctg gat gtg tac ttt ttt gca gtg ccc 144 
Phe Leu Lys Arg Asp Gin Gin Leu Asp Val Tyr Phe Phe Ala Val Pro 
35 40 45 

cgc ttg agt tta gac ata atg ggc tat tgg ceggge aaa act ggt gat 192 
Arg Leu Ser Leu Asp lie Met Gly Tyr Trp Pro Gly Lys Thr Gly Asp 
50 55 60 

aca tgg ccc tgg aga tec ctg att cac ttc gca ate ctg gec att ggc 240 
Thr Trp Pro Trp Arg Ser Leu lie His Phe Ala lie Leu Ala lie Gly 
65 70 75 80 

gtg gee ace gaa ctg cat get ggc atg tgt ttt eta gac cga cag cag 288 
Val Ala Thr Glu Leu His Ala Gly Met Cys Phe Leu Asp Arg Gin Gin 
85 90 95 

att acc ttg gca ctg gag acc etc tgt cca get ggc aca teg gcg gtc . 336 
lie Thr Leu Ala Leu Glu Thr Leu Cys Pro Ala Gly Thr Ser Ala Val 
100 105 110 

acg ctg etc aag atg ttc eta atg ctg cgc ttt cgt cag gat etc tec 384 
Thr Leu Leu Lys Met. Phe Leu Met Leu Arg Phe Arg Gin Asp Leu Ser 
115 120 125 

att atg tgg aac cgc ctg agg ggc ctg etc ttc gat ccc aac tgg gag 432 
lie Met Trp Asn Arg Leu Arg Gly Leu Leu Phe Asp Pro Asn Trp Glu 
130 135 140 

cga ccc gag cag egg gac ate egg eta aag cac teg gec atg gcg get 4 80 
Arg Pro Glu Gin Arg Asp lie Arg Leu Lys His Ser Ala Met Ala Ala 
145 150 155 160 

cgc ate aat ttc tgg ccc ctg tea gec gga ttc ttc aca tgc acc acc 528 
Arg lie Asn Phe Trp Pro Leu Ser Ala Gly Phe Phe Thr Cys Thr Thr 
165 170 175 

tac aac eta aag ccg ata ctg ate gca. atg ata ttg tat etc cag aat 576 

188 



Tyr Asn Leu Lys Pro lie Leu- lie Ala Met lie Leu Tyr Leu Gin Asn 
180 185 190 

cgt tac gag gac ttc gtt tgg ttt aca ccc ttc aat atg act atg ccc 624 

Arg Tyr Glu Asp Phe Val Trp Phe Thr Pro Phe Asn Met Thr Met Pro 
195 200' 205 

aaa gtt ctg eta aac tat cca ttt ttt ccc ctg acc tac ata ttt att 672 

Lys Val Leu Leu Asn Tyr Pro Phe Phe Pro Leu Thr Tyr lie Phe lie 

'210 215 220 

gec tat acg ggc tat gtg acc ate ttt atg ttc ggc ggc tgt gat ggt 720 

Ala Tyr Thr Gly Tyr Val Thr lie Phe Met Phe Gly Gly Cys Asp Gly 

225 230 235 240 

ttt tat ttc gag ttc tgt gec cac eta tea get ctt ttc gaa gtg etc 768 

Phe Tyr Phe Glu Phe Cys Ala His Leu Ser Ala Leu Phe Glu Val Leu 
245 250 255 

Q 

./p cag gcg gag ata gaa tea atg ttt aga ccc tac act gat cac ttg gaa 816 

J? Gin Ala Glu lie Glu Ser Met Phe Arg Pro Tyr Thr Asp His Leu Glu 

i:J3 260 265 270 

ijjl ctg teg cca gtg cag ctt tac att tta gag caa aag atg cga tea gta 8 64 

N Leu Ser Pro Val Gin Leu Tyr lie Leu Glu Gin Lys Met Arg Ser Val 
^ 275 280 285 

!H ate att agg cac aat gee ate ate gat ttg acc aga ttt ttt cgt gat 912 

J7! lie lie Arg His Asn Ala lie lie Asp Leu Thr Arg Phe Phe Arg Asp 

W 290 295 300 

,Si cgc tat acc att att acc ctg gee cat ttt gtg tec gec gee atg gtg 960 

" Arg Tyr Thr He He Thr Leu Ala His Phe Val Ser Ala Ala Met Val 

305 310 315 320 

att gga ttc age atg gtt aat etc ctg aca ttg ggc aat aat ggt ctg 1008 

He Gly Phe Ser Met Val Asn Leu Leu Thr Leu Gly Asn Asn Gly Leu 
325 330 335 

ggc gca atg etc tat gtg gee tac acg gtt gee get ttg age caa ctg 1056 

Gly Ala Met Leu Tyr Val Ala Tyr Thr Val Ala Ala Leu Ser Gin Leu 
340 345 350 

ctg gtt tat tgc tat ggc gga act ctg gtg gec gaa agt age act ggt 1104 

Leu Val Tyr Cys Tyr Gly Gly Thr Leu Val Ala Glu Ser Ser Thr Gly 
355 360 365 

ctg tgc cga gee atg ttc tec tgt ccg tgg cag ctt ttt aag cct aaa 1152 

189 



Leu Cys Arg Ala Met Phe Ser Cys Pro Trp Gin Leu Phe Lys Pro Lys 

370 375 380 

caa cgt cga etc gtt cag ctt ttg att etc aga teg cag cgt cct gtt 1200 

Gin Arg Arg Leu Val Gin Leu Leu lie Leu Arg Ser Gin Arg Pro Val 

385 390 395 400 

tec atg gca gtg cca ttc ttt teg cca teg ttg get ace ttt get gcg 1248 

Ser Met Ala Val Pro Phe Phe Ser Pro Ser Leu Ala Thr Phe Ala Ala 

405 410 415 

att ctt caa act teg ggt tec ata att gcg ctg gtt aag tec ttt cag 1296 

lie Leu Gin Thr Ser Gly Ser lie lie Ala Leu Val- Lys Ser Phe Gin 

420 425 430 



<210> 94 
<211> 432 
<212> PRT 

<2 V 13> Drosophila melanogaster 
<400> 94 ' 

Met Lys Val Gly Phe Ala Thr lie Gly Tyr lie Lys Ser lie Pro Cys 
15 10 15 

Gin Asp Val Val His lie Val lie Ser lie Met Ser Glu Trp Leu Arg 
20 25 30 

Phe Leu Lys Arg Asp Gin Gin Leu Asp Val Tyr Phe Phe Ala Val Pro 
35 40 45 

Arg Leu Ser Leu Asp lie Met Gly Tyr Trp Pro Gly Lys Thr Gly Asp 
50 55 60 

Thr Trp Pro Trp Arg Ser Leu lie His Phe Ala lie Leu Ala lie Gly 
65 70 75 80 

Val Ala Thr Glu Leu His Ala Gly Met Cys Phe Leu Asp Arg Gin Gin 
85 90 95 

lie Thr Leu Ala Leu Glu Thr Leu Cys Pro Ala Gly Thr Ser Ala Val 
100 105 110 

Thr Leu Leu Lys Met Phe Leu Met Leu Arg Phe Arg Gin Asp Leu Ser 
115 120 125 

lie Met Trp Asn Arg Leu Arg Gly Leu Leu Phe Asp Pro Asn Trp Glu 
130 135 140 



190 



7&[ 



Arg Pro Glu Gin Arg Asp lie Arg Leu Lys His Ser Ala Met Ala Ala 
145 150 155 160 

Arg lie Asn Phe Trp Pro Leu Ser Ala Gly Phe Phe Thr Cys Thr Thr 
165 170 175 

Tyr Asn Leu Lys Pro lie Leu lie Ala Met lie Leu Tyr Leu Gin Asn 
180 185 190 

Arg Tyr Glu Asp Phe Val Trp Phe Thr Pro Phe Asn Met Thr Met Pro 
195 200 205 

Lys Val Leu Leu Asn Tyr Pro Phe Phe Pro Leu Thr Tyr lie Phe lie 
210 215 220 

Ala Tyr Thr Gly Tyr Val Thr lie Phe Met Phe Gly Gly Cys Asp Gly 
22.5 230 235 240 

Phe Tyr Phe Glu Phe Cys Ala His Leu Ser Ala Leu Phe Glu Val Leu 
245 250 255 

Gin Ala Glu lie Glu Ser Met Phe Arg Pro Tyr Thr Asp His Leu Glu 
260 265 270 

Leu Ser Pro Val Gin Leu Tyr lie Leu Glu Gin Lys Met Arg Ser Val 
275 280 285 

lie lie Arg His Asn Ala lie lie Asp Leu Thr Arg Phe Phe Arg Asp 
290 295 300 

Arg Tyr Thr He He Thr Leu Ala His Phe Val Ser Ala Ala Met Val 
305 310 315 320 

He Gly Phe Ser Met Val Asn Leu Leu Thr Leu Gly Asn Asn Gly Leu 
325 330 335 

Gly Ala Met Leu Tyr Val Ala Tyr Thr Val Ala Ala Leu Ser Gin Leu 
340 345 350 

Leu Val Tyr Cys Tyr Gly Gly Thr Leu Val Ala Glu Ser Ser Thr Gly 
355 360 365 

Leu Cys Arg Ala Met Phe Ser Cys Pro Trp Gin Leu Phe Lys Pro Lys 
370 375 380 

Gin Arg Arg Leu Val Gin Leu Leu He Leu Arg Ser Gin Arg Pro Val 
385 390 395 400 
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Ser Met Ala Val Pro Phe Phe Ser Pro Ser Leu Ala Thr Phe Ala Ala 
405 410 415 



lie Leu Gin Thr Ser Gly Ser lie lie Ala Leu Val Lys Ser Phe Gin 
420 425 430 



<210> 95 

<211> 1047 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1047) 

<223> DORLU 27 . 1 

<400> 95 

atg tct ggt tgc aga gca atg gcc tta ttt aca acc aca gaa gaa cgt 4 8 

Met Ser Gly Cys Arg Ala Met Ala Leu Phe Thr Thr Thr Glu Glu Arg 

15 10 15 

ctg ctg ccc tac cga tct aaa tgg cac acc ttg gta tat att caa atg 96 
Leu Leu Pro Tyr Arg Ser Lys Trp His Thr Leu Val Tyr lie Gin Met 
20 25 30 

gtt. at a ttt ttt get tea atg age ttt ggc tta acg gaa teg atg gga 144 
Val lie Phe Phe Ala Ser Met Ser Phe Gly Leu Thr Glu Ser Met Gly 
35 40 45 

gac cat gtt caa atg gga egg gac tta gcc ttc ate ctt ggg aca tat 192 
Asp His Val Gin Met Gly Arg Asp Leu Ala Phe He Leu Gly Thr Tyr 
50 55 60 

tat ttc tgc tgg tat ggc gat gaa ctt gac caa gtg ate age gat ctg 240 
Tyr Phe Cys Trp Tyr Gly Asp Glu Leu Asp Gin Val He Ser Asp Leu 
-65 70 75 ' 80 

gac get eta cat cct tgg gca cag aaa ggt cct aat cca gtt gaa tat 288 
Asp Ala Leu His Pro Trp Ala Gin Lys Gly Pro Asn Pro Val Glu Tyr 
85 90 95 

cag act ggt aaa cgt tgg tac ttc gta atg get ttt ttc ttg gca acg 336. 
Gin Thr Gly Lys Arg Trp Tyr Phe Val Met Ala Phe Phe Leu Ala Thr 
100 105 110 



192 




tea tgg teg ttc ttc ttg tgc att ttg eta ttg tta ctt ata acc tea 384 
. Ser Trp Ser Phe Phe Leu Cys lie Leu Leu Leu Leu Leu lie Thr Ser 
115 120 125 

ccc atg tgg gtc cat cag caa aac ctt ccc ttt cat gcg gcg ttt cct 432 
Pro Met Trp Val His Gin Gin Asn Leu Pro Phe His Ala Ala Phe Pro 
130 135 140 

ttt caa tgg cac gaa aaa teg ctt .cat ccc ate age cac get ata ate 480 
Phe Gin Trp His Glu Lys Ser Leu His Pro lie Ser His Ala He He 
145 150 155 160 

tat ctg ttt cag age tat ttt gca gtg tat tgt ctg act tgg ctt ttg 528 
Tyr Leu Phe Gin Ser Tyr Phe Ala Val Tyr Cys Leu Thr Trp Leu Leu 
165 170 175 

tgc ata gag gga eta tea att tgt att tat gcg gaa att act ttc ggc 576 
Cys He Glu Gly Leu Ser He Cys He Tyr Ala Glu He Thr Phe Gly 
180 185 190 

att gaa gtt tta tgc eta gaa eta cgc caa att cac cga cac aat tat 624 
He Glu Val Leu Cys Leu Glu Leu Arg Gin He His Arg His Asn Tyr ■ 
195 200 205 

ggc ctt caa gaa ctg aga atg gag acg aac cgc ttg gtc aag eta cat 672 
Gly Leu Gin Glu Leu Arg Met Glu Thr Asn Arg Leu Val Lys Leu His 
210 215 220 

cag aag att atg ggt gtt aac ttt tec ttg gtg tec ttg teg gtt ttg .720 
Gin Lys He Met Gly Val Asn Phe Ser Leu Val Ser Leu Ser Val Leu 
225 230 235 240 

gag gee gtg gag get egg aag gac ccc aaa gtt gtg gee cag ttt gca 7 68 
Glu Ala Val Glu Ala Arg Lys Asp Pro Lys Val Val Ala Gin Phe Ala 
245 250 255 

gtc ctt atg ttg etc gee tta gga cat eta tct atg tgg teg tat tgt 816 
Val Leu Met Leu Leu Ala Leu Gly His Leu Ser Met Trp Ser Tyr Cys 
260 265 270 

gga gac cag tta tec cag aag tea ttg caa att teg gag get gee tat 864 
Gly Asp Gin Leu Ser Gin Lys Ser Leu Gin He Ser Glu Ala Ala Tyr 
275 280 285 

gag get tac gac cca acc aaa gga tea aag gat gtg tat aga gac etc 912 
Glu Ala Tyr Asp Pro Thr Lys Gly Ser Lys Asp Val Tyr Arg Asp Leu 
290 295 300 
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tgc gta ata ate agg cgt ggc cag gac cct ttg ate atg aga gec age 960 
Cys Val lie lie Arg Arg Gly Gin Asp Pro Leu lie Met Arg Ala Ser 
305 310 315 320 

cca ttt ccg tec ttt aat tta ata aac tac age get ata ctt aac caa 1008 
Pro Phe Pro Ser Phe Asn Leu lie Asn Tyr Ser Ala. lie Leu Asn Gin 
325 330 335 

tgt tat gga ate ctg aca ttt ttg eta aag aca tta gac 1047 
Cys Tyr Gly lie Leu Thr Phe Leu Leu Lys Thr Leu Asp 
340 * 345 



<210> 96 
<211> 349 
<212> PRT 

<213> Drosophila melanogaster 
<400> 96 

Met Ser Gly Cys Arg Ala Met Ala Leu Phe Thr Thr Thr Glu Glu Arg 
1 5 '10 15 

Leu Leu Pro Tyr Arg Ser Lys Trp His Thr Leu Val Tyr lie Gin Met 
20 25 30 

Val lie Phe Phe Ala Ser Met Ser Phe Gly Leu Thr Glu Ser Met Gly 
35 40 45 

Asp His Val Gin Met Gly Arg Asp Leu Ala Phe lie Leu Gly Thr Tyr 
50 55 60 

Tyr Phe Cys Trp Tyr Gly Asp Glu Leu Asp Gin Val lie Ser Asp Leu 
65 70 75 80 

Asp Ala Leu His Pro Trp Ala Gin Lys Gly Pro Asn Pro Val Glu Tyr 
85 90 95 

Gin Thr Gly Lys Arg Trp Tyr Phe Val Met Ala Phe Phe Leu Ala Thr 
100 105 110 

Ser Trp Ser Phe Phe Leu Cys lie Leu Leu Leu Leu Leu lie Thr Ser 
115 120 125 

Pro Met Trp Val His Gin Gin Asn Leu Pro Phe His Ala Ala Phe Pro 
130 135 • 140 

Phe Gin Trp His Glu Lys Ser Leu His Pro lie Ser His Ala lie lie 
145 150 155 160 
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1*5 



Tyr Leu Phe Gin Ser Tyr Phe Ala Val Tyr Cys Leu Thr Trp Leu Leu 
165 170 175 

Cys lie Glu Gly Leu Ser lie Cys lie Tyr Ala Glu lie Thr Phe Gly 
180 185 190 

lie Glu Val Leu Cys Leu Glu Leu Arg Gin lie His Arg His Asn Tyr 
195 200 205 

Gly Leu Gin Glu Leu Arg Met Glu Thr Asn Arg Leu Val Lys Leu His 
210 215 220 

Gin Lys lie Met Gly Val Asn Phe Ser Leu Val Ser Leu Ser Val Leu 
225 230 235 240 

Glu Ala Val Glu Ala Arg Lys Asp Pro Lys Val Val Ala Gin Phe Ala 
245 250 255 

Val Leu Met Leu Leu Ala Leu Gly His Leu Ser Met Trp Ser Tyr Cys 
260 265 270 

Gly Asp Gin Leu Ser Gin Lys Ser Leu Gin lie Ser Glu Ala Ala Tyr 
275 280 285 

Glu Ala Tyr Asp Pro Thr Lys Gly Ser Lys Asp Val Tyr Arg Asp Leu 
290 295 300 

Cys Val lie lie Arg Arg Gly Gin Asp Pro Leu lie Met Arg Ala Ser 
305 310 315 320 

Pro Phe Pro Ser Phe Asn Leu lie Asn Tyr Ser Ala lie Leu Asn Gin 
325 330 335 

Cys Tyr Gly lie Leu Thr Phe Leu Leu Lys Thr Leu Asp 
340 345 



<210> 97 

<211> 1185 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1185) 

<223> DORLU 28.1 

195 



<400> 97 

atg gaa ttg aaa teg atg gat ccg gtg gag atg ccc att ttt ggt age 48 
Met Glu Leu Lys Ser Met Asp Pro Val Glu Met Pro lie Phe Gly Ser 
1 5 10 .15 

act ctg aag eta atg aag ttc tgg tea tat ctg ttt gtt cac aac tgg 96 
Thr Leu Lys Leu Met Lys Phe Trp Ser Tyr Leu Phe Val His Asn Trp 
20 25 30 

cgc cgc tat gtc gca atg act ccg tac ate att ate aac tgt act cag 144 
Arg Arg Tyr Val Ala Met Thr Pro Tyr lie lie lie Asn Cys Thr Gin 
35 40 45 

tat gtg gat ata tat ctg age acc gaa tec ttg gac ttt ate ate aga 192 
Tyr Val Asp lie Tyr Leu Ser Thr Glu Ser - Leu Asp Phe lie lie Arg 
50 55 60 

aat gta tac ctg get gta ttg ttt acc aac acg gtg gtc aga ggt gta- 240 
Asn Val Tyr Leu Ala Val Leu Phe Thr Asn Thr Val Val Arg Gly Val 
65 70 75 80 

ttg tta tgc gta cag egg ttt age tac gag cgt ttc att aat att ttg 288 
Leu Leu Cys Val Gin Arg Phe Ser Tyr Glu Arg Phe lie Asn lie Leu 
85 90 95 

aaa age ttt tac att gag ttg ttg caa tea gat gac ccc ate ata aac 336 
Lys Ser Phe Tyr lie Glu Leu Leu Gin Ser Asp Asp Pro lie lie Asn 
100 105 110 

att ttg gtc aag gaa acc aca cgc eta tea gtt tta att agt agg att 384 
lie Leu Val Lys Glu Thr Thr Arg Leu Ser Val Leu lie Ser Arg lie 
115 120 125 

aat tta tta atg ggc tgc tgc act tgc att ggc ttt gtt aca tat ccc 432 
Asn Leu Leu Met Gly Cys Cys Thr Cys lie Gly Phe Val Thr Tyr Pro 
130 135 140 

att ttt ggt teg gaa aga gtt ctg cca tat ggc atg tat ttg ccc act 480 
lie Phe Gly Ser Glu Arg Val Leu Pro Tyr Gly Met Tyr Leu Pro Thr 
145 150 155 160 

att gat gaa tac aaa tac gca tea cct tac tac gag att ttc ttt gtg 528 
lie Asp Glu Tyr Lys Tyr Ala Ser Pro Tyr Tyr Glu lie Phe Phe Val 
165 170 175 

att caa gec att atg get cca atg ggg tgt tgc atg tac ata cca tac 576 
lie Gin Ala lie Met Ala Pro Met Gly Cys Cys Met Tyr lie Pro .Tyr 

196 




180 



185 



190 



aca aac atg gta gtg aca ttt acc ctt ttc gcc att etc atg tgt cga 
Thr Asn Met Val Val Thr Phe Thr Leu Phe Ala lie Leu Met Cys Arg 
195 200 205 



624 



gtg ttg caa cat aag ttg aga age eta gaa aag ctg aaa aat gaa caa 
Val Leu Gin His Lys Leu Arg Ser Leu Glu Lys Leu Lys Asn Glu Gin 
210 215 220 



672 



gta cgt ggt gaa ate ata tgg tgc ata aaa tat caa tta aaa tta tea 
Val Arg Gly Glu lie lie Trp Cys lie Lys Tyr Gin Leu Lys Leu Ser 
225 230 235 240 



720 



gga ttt gtt gat tea atg aat gcc ttg aac acc cat ctt cat ttg gtg 
Gly Phe Val Asp Ser Met Asn Ala Leu Asn Thr His Leu His Leu Val 
245 250 255 



768 



gag ttc ctt tgc ttt ggt gcc atg eta tgt gtt ctt ctt ttc tec tta 
Glu Phe Leu Cys Phe Gly Ala Met Leu Cys Val Leu Leu Phe Ser Leu 
260 265 270 



816 



JN* ata att get caa aca att get cag acc gtc ata gtc ate gca tac atg 
pJ lie He Ala Gin Thr He Ala Gin Thr Val He Val He Ala Tyr Met 
^ 275 280 285 



864 



gta atg ata ttt gcc aac agt gta gtc ctt tac tac gtg gcc aat gag 
Val Met He Phe Ala Asn Ser Val Val Leu Tyr Tyr Val Ala. Asn Glu 
290 295 300 



912 



eta tac ttt caa gta aga gtt gtc caa ttt tct ttt aaa ttt ttg tat 
Leu Tyr Phe Gin Val Arg Val Val Gin Phe Ser Phe Lys Phe Leu Tyr 
305 310 315 320 



960 



aag tat ggg att ttg cag age ttt gat att gcc att get gcc tat gag 
Lys Tyr Gly He Leu Gin Ser Phe Asp He Ala He Ala Ala Tyr Glu 
325 330 335 



1008 



age aat tgg atg gac ttt gat gtg gac aca caa aag act ttg aag ttc 
Ser. Asn Trp Met Asp Phe Asp Val Asp Thr Gin Lys Thr Leu Lys Phe 
.340 345 350 



1056 



etc ate atg cgc teg caa aag ccc ttg gcg act ctg gtg ggt ggc aca 
Leu He Met Arg Ser Gin Lys Pro Leu Ala Thr Leu Val Gly Gly Thr 
355 360 365 



1104 



tat ccc atg aac ttg aaa atg ctt cag tea eta eta aat gcc att tac 
Tyr Pro Met Asn Leu Lys Met Leu Gin Ser Leu Leu Asn Ala He Tyr 



1152 



197 



370 375 380 

tec ttc ttc acc ctt ctg cgt cgc gtt tac ggc 1185 

Ser Phe Phe Thr Leu Leu Arg Arg Val Tyr Gly 
385 390 395 



<210> 98 

<211> 395 

<212> PRT 

<213> Drosophila melanogaster 

<400> 98 

Met Glu Leu Lys Ser Met Asp Pro Val Glu Met Pro He Phe Gly Ser 
1 5 10 15 

Thr Leu Lys Leu Met Lys Phe Trp Ser Tyr Leu Phe Val His Asn Trp 
20 25 30 

Arg Arg Tyr Val Ala Met Thr Pro Tyr He He He Asn Cys Thr Gin 
35 40 45 

Tyr Val Asp He Tyr Leu Ser Thr Glu Ser Leu Asp Phe lie He Arg 
50 .55 60 

Asn Val Tyr Leu Ala Val Leu Phe Thr Asn Thr Val Val Arg Gly Val 
65 70 75 80 

Leu Leu Cys Val Gin Arg Phe Ser Tyr Glu Arg Phe He Asn He Leu 
85 90 95 

Lys Ser Phe Tyr He Glu Leu Leu Gin Ser Asp Asp Pro He He Asn 
100 105 110 

He Leu Val Lys Glu Thr Thr Arg Leu Ser Val Leu He Ser Arg He 
115 120 125 

Asn Leu Leu Met Gly Cys Cys Thr Cys He Gly Phe Val Thr Tyr Pro 
130 . 135 140 

He Phe Gly Ser Glu Arg Val Leu Pro Tyr Gly Met Tyr Leu Pro Thr 
145 150 155 160 

lie Asp Glu Tyr Lys Tyr Ala Ser Pro Tyr Tyr Glu He Phe Phe Val 
165 170 175 

lie Gin Ala He Met Ala Pro Met Gly Cys Cys Met Tyr He Pro Tyr 
180 185 190 
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Thr Asn Met Val Val Thr Phe Thr Leu Phe Ala lie Leu Met Cys Arg 
195 200 205 



Val Leu Gin His Lys Leu Arg Ser Leu Glu Lys Leu Lys Asn Glu Gin 
210 215 220 

Val Arg Gly Glu lie lie Trp Cys lie Lys Tyr Gin Leu Lys Leu Ser 
225 230 235 240 

Gly Phe Val Asp Ser Met Asn Ala Leu Asn Thr His Leu His Leu Val 
245 250 255 

Glu Phe Leu Cys Phe Gly Ala Met Leu Cys Val Leu Leu Phe Ser Leu 
260 265 270 

lie lie Ala Gin Thr lie Ala Gin Thr Val lie Val lie Ala Tyr Met 
275 280 285 

Val Met lie Phe Ala Asn Ser Val Val Leu Tyr Tyr Val Ala Asn Glu 
290 295 300 

Leu Tyr Phe Gin Val Arg Val Val Gin Phe Ser Phe Lys Phe Leu Tyr 
305 310 315 320 

Lys Tyr Gly lie Leu Gin Ser Phe Asp lie Ala lie Ala Ala Tyr Glu 
325 330 335 

Ser Asn Trp Met Asp Phe Asp Val Asp Thr Gin Lys Thr Leu Lys Phe 
340 345 350 

Leu lie Met Arg Ser Gin Lys Pro Leu Ala Thr Leu Val Gly Gly Thr 
355 360 365 

Tyr Pro Met Asn Leu Lys Met Leu Gin Ser Leu Leu Asn Ala lie Tyr 
370 375 380 

Ser Phe Phe Thr Leu Leu Arg Arg Val Tyr Gly 
385 390 395 



<210> 99 
<211> 1579 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

199 




<223> DOR 22A.2, NCBI Accession No. AF127924 
<220> 

<221> introh 
<222> (1) . . (122) 

<220> 

<221> intron 
<222> (251) . . (310) 

<220> 

<221> intron 

<222> (950) . . (1579) 

<400> 99 

cgaaacaaag cttaagttct tgaaatcgcc aagtcatgtg agaccatttg caacagtgag 60 

gcggcctata aaaagcactg ttttccagct caagcaaata atcaaaaaga gccacggacg 120 

aaatgttaag ccagttcttt ccccacatta aagaaaagcc attgagcgag cgggttaagt 180 

cccgagatgc cttcgtttac ttagatcggg tgatgtggtc ctttggctgg acagtgcctg 240 

aaaacaaaag gtaatgaaat cgatctaagc acatatataa gtattaaagc aaccataatt 300 

tcacgataag gtgggatcta cattacaaac tgtggtcaac tttcgtgaca ttgttgatat 360 

ttatccttct gccgatatcg gtaagcgttg agtatattca gcggttcaag accttctcgg 420 

cgggtgagtt tcttagctca atccagattg gcgttaacat gtacggaagc agctttaaaa 4 80 

gttatttgac catgatggga tataagaaga gacaggaggc taagatgtca ctggatgagc 540 

tggacaagag atgcgtttgt gatgaggaga ggaccattgt acatcgacat gtcgccctgg 600 

gaaacttttg ctatattttc tatcacattg cgtacactag ctttttgatt tcaaactttt 660 

tgtcatttat aatgaagaga atccatgcct ggcgcatgta ctttccctac gtcgaccccg 720 

aaaagcaatt ttacatctct agcatcgccg aagtcattct -taggggatgg gccgtcttca 780 

tggatctctg cacggatgtg tgtcctttga tctccatggt aatagcacga tgccacatca 840 

cccttctgaa acagcgcctg cgaaatctac gatcggaacc aggaaggacg gaagatgagt 900 

acttgaagga gctcgccgac tgcgttcgag atcaccgctt gatattggag taagctgttt 960 

aaaaggactt accgtcatca atcttaaata taaatactac cgggttgttt tctatcaatg 1020 

aaatttgttg cacttactgt aatttacaat ttgttttgac aaattttttt atttacctta 1080 

ctttttcagc tatgtcgacg cattgcgatc cgtcttttcg gggacaattt ttgtgcagtt 1140 

cctcttgatc ggtattgtac tgggtctgtc aatgataaat ataatgtttt tctcaacact 1200 

ttcgactggt gtcgccgttg tcctttttat gtcctgcgta tctatgcaga cgttcccctt 1260 

ttgctatttg tgtaacatga ttatggatga ctgccaagag atggccgact ccctttttca 1320 

atcggactgg acatctgccg atcgtcgcta caaatccact ttggtatact ttcttcacaa 1380 

tcttcagcag cccattattc ttacggctgg tggagtcttt cctatttcca tgcaaacaaa 1440 

tttaaatgtg agtatcaatc aatatgagct ataatgtatg tatgagatta aaattactat 1500 

tcttttatag atggtgaagc tggcctttac tgtggttaca atagtgaaac aatttaactt 1560 
ggcagaaaag tttcaataa 1579 



<210> 100 
<211> 3500 
<212> DNA 

<213> Drosophila melanogaster 

200 



<220> 

<223> DOR 22C.1, segment of BDGP Clone No. AC004716 



<220> 

<221> intron 
<222> (1) . . (121) 



<220> 

<221> intron 
<222> (454) . . (516) 

<220> 

<221> intron 
<222> (646) . . (859) 



<220> 

<221> intron 

<222> (1051) . . (1137) 

<220> 

<221> intron 

<222> (1320) . . (2566) 



<220> 

<221> intron 

<222> (2669) . . (3205) 



<220> 

<221> intron 

<222> (3359) . . (3449) 

<400> 100 

tagttccatc gagtgcctat aaaagcggtg gccaacattg cgtctgacac ttgcccggag 60 
cagctgacca ctggagttgc ggtaggagca tcgatagtat ccacttgagt tcatcccaga 120 
aatgactgac agcgggcagc ctgccattgc cgaccacttt tatcggattc cccgcatctc 180 
cggcctcatt gtcggcctct ggccgcaaag gataaggggc gggggcggtc gtccttggca 24 0 
cgcccatctg ctcttcgtgt tcgccttcgc catggtggtg gtgggtgcgg tgggcgaggt 300 
gtcgtacggc tgtgtccacc tggacaacct ggtggtggcg ctggaggcct tctgccccgg 360 
aaccaccaag gcggtctgcg ttttgaagct gtgggtcttc ttccgctcca atcgccggtg 420 
ggcggagttg gtccagcgcc tgcgggctat tttgtgggaa tcgcggcggc aggaggccca 4 80 
gaggatgctg gtcggactgg ccaccacggc caacaggctc agcctgttgt tgctcagctc 540 
tggcacggcg acaaatgccg ccttcacctt gcaaccgctg attatgggtc tctaccgctg 600 
gattgtgcag ctgccaggtc aaaccgagct gccctttaat atcatgtgag taagctagtt 660 
tgtggtttct aacgctattt cgtgcaactt tattacttac gtaagcatcg cgtatccgtt 720 
aagatgaaaa gttcctcaac caatttggtt gatggcaggt gatacataag taatgattcc 780 
aattgccccc gccagaagca cttaagatac gccatccgcc atccgccatt cgccattaat 840 
cgcagttcct tttaaacaga ctgccctcgt ttgccgtgca gccaggagtc tttccgctca 900 

201 



cctacgtgct gctgaccgct tccggtgcct gcaccgtttt cgccttcagc ttcgtggacg 960 
gattcttcat ttgctcgtgc ctctacatct gcggcgcttt ccggctggtg cagcaggaca 1020 
ttcgcaggat atttgccgat ttgcatggcg gtgggtctgg ctctgctgcg gcacgatgac 1080 
aatggttttc cctcgctcga tgactttcct tggctttcct ttcccttgca gactcagtgg 1140 
atgtgttcac cgaggagatg aacgcggagg tgcggcacag actggcccaa gttgtcgagc 1200 
ggcacaatgc gattatcgat ttctgcacgg acctaacaeg ccagttcacc gttatcgttt 1260 
taatgcattt cctgtccgcc gccttcgtcc tctgctcgac catcctggac atcatgttgg 1320 
tgagcccctt ttcagaggcc ttcctttggg gcgggtatcc ttggggttaa tcaaaaaact 1380 
gttgcaacca ggagtggtac caatatcaaa gcccccttta atattttgcc agtttgtcgc 1440 
. gccactggct tttcgcatcg cctgcattcg gcggctgttt taaaagtttt tccctgtttt 1500 
cactgtttgc tgtttttccc tggcttttcc agccgctccg ttctgattcg gttttcccga 1560 
tttgtttgtt tgctttgtgg ctgcggctgc ggctctctcc ggtggcaatt tataagcgca 1620 
tgaattgtta ctgctcccca aaaagttttt aatgcgactt tcgcacgttt tccggtgtcc 1680 
cggacaccgg agacccataa gctgtttgct gcaactggcg aacggagtgg aaatgttcgg 1740 
gaaaggctca tggctcctgg cttctggccc caatgggata aatgctgcca gcaatttctt 1800 
agcccttctg ccgcttcttt ttcggcccaa agtggtgttg agtaatccat tcgaaacttg 1860 
tttatcgctc ggggatcctg cgaccagcga tctattatca ctttttaagt ctgttcgtga 1920 
atggagggct gggaagacct aaaggcacac tgagttttga cacgtgctcg ataagagaaa 1980 
tatgaataca aagtttgtac ttttccgaag ctatttttat ttgagcaaac ttgtatatcg 2040 
aaaactcatg gttaatagaa atcagtaata tacagtagca gtcccttata aaccttcctt 2100 
acttgaagtt agcaaccttc aagctaatgc caaaacacaa ttaaaataag ctcagaagaa 2160 
gcggaagagc ggaaatgcaa tttattgtaa gccaatcctg ttggggactt ataaaatgga 2220 
gcattgtcac agttttaggc actcgacgac atgcataaga tgcataattc tttttcaatg 2280 
ccacaatggg aggaatgtca ggcgagtgga aaatgggaaa acgagaggaa aagcaatcag 2340 
actgcagacc atttgccaaa gtgcatttct ctgatgtttt ccattttcgc gactacttca 2400 
agcccgagca cgccacataa aacgacggta tatatacact tatattatat attagataat 24 60 
cccctgcact ttttcaccac cagcaatttc gctccaatta atgacgtccc ccccccacac 2520 
ttctcacttt ccgcaccctc caattcttcg tcttccgtct ccgcagaaca cgtcgtcgtt 2580 
gagcggctta acctacatct gctatatcat cgcggcccta acgcagctat tcctctactg 2640 
cttcggaggc aatcacgtca gcgagagtgrt gagtacgact cctgaccaca ccccgaaatc 2700 
tcccccactt tccacttttc cgggctcagc ccattttcat ttccatcact cattcggcct 2760 
tagatactct ggcgaaggag ttgtcactga actcgatgcg attggagtgt tgagtaaact 2820 
aacttaacta aataataacc aagcatagct tacttttaga agcttttatg aatatttatt 2880 
aaattctctt gtttcccatt taaatcctgc catggatttc tccattatca tcttgtgctt 2940 
tcctgctatt aagaatatgc tgtgtgtgta ttttttcacc attcgtgtaa tttccatttg 3000 
acgctaaaca tttagcagcc aggcggccac ataaaaaatg atgtgccatt cacaaattgc 3060 
acttgcgata aaattttaat tacacaacaa agtgtgtaac cgcaccgccc accccagatc 3120 
cacatccaca tccacatcca gctccagatt ccgtgccaca acccattcca ctgactaccg 3180 
actccttctc cttctcttta cacagagtgc ggctgtggcg gacgtgctgt acgacatgga 3240 
gtggtacaaa tgcgatgcga ggactaggaa agtgatttta atgatattgc gccgttcgca 3300 
gcgggcaaaa acaattgcgg tgccgttttt tacgccctca ctgccagcac tccgatctgt 3360 
atgggatgcc atgcgatgcg ttgattatga taataaatgt ttatgtttct gtttccgttt 3420 
ccacttcgat catctgcccg gcactccaga tactcagcac agccggctca tatatcacgc 3480 
tgctaaagac gttcctgtaa 3500 



<210> 101 
<211> 1312 



202 



un3 




<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 23A.1, NCBI Accession No. AF127925 



<220> 

<221> intron 
<222> (1) . . (121) 



<220> 

<221> intron 
<222> (838) . . (888) 



<400> 101 

gatttaattt gcgatttaat aacccctgac taatggcgca actgacacag aaaggtgata 60 
taaatggtcg aggtcctttt gaaagtatgc cagtgaaaaa gaaagacacc aagaattcaa 120 
aat.gaagctc agcgaaaccc taaaaatcga ctattttcga gtccagttga atgcctggcg 180 
aatttgtggt gccttggatc tcagcgaggg taggtactgg agttggtcga tgctattgtg 240 
catcttggtg tacctgccga cacccatgct actgagagga gtatacagtt tcgaagatcc 300 
ggtggaaaat aatttcagct tgagcctgac ggtcacttcg ctgtccaatc tcatgaagtt 360 
ctgcatgtac gtggcccaac taacaaagat ggtcgaggtc cagagtctta ttggtcagct 420 
ggatgcccgg gtttctggcg agagccagtc tgagcgtcat agaaatatga ccgagcacct 480 
gctaaggatg tccaagctgt tccagatcac ctacgctgta. gtcttcatca ttgctgcagt 540 
tcccttcgtt ttcgaaactg agctaagctt acccatgccc atgtggtttc ccttcgactg 600 
gaagaactcg atggtggcct acatcggagc tctggttttc caggagattg gctatgtctt 660 
tcaaattatg caatgctttg cagctgactc gtttcccccg ctcgtactgt acctgatctc 720 
cgagcaatgt caattgctga tcctgagaat ctctgaaatc ggatatggtt acaagactct 780 
ggaggagaac gaacaggatc tggtcaactg catcagggat ca'aaacgcgc tgtataggta 84 0 
atcctactat ctctatgttt ccagttctaa tactcaatct tcctttagat tactcgatgt 900 
gaccaagagt ctcgtttcgt atcccatgat ggtgcagttt atggttattg gcatcaacat 960 
cgccatcacc ctatttgtcc tgatatttta cgtggagacc ttgtacgatc gcatctatta 1020 
tctttgcttt ctcttgggca tcaccgtgca gacatatcca ttgtgctact atggaaccat 1080 
ggtgcaggag agttttgctg agcttcacta tgcggtattc tgcagcaact gggtggatca 1140 
aagtgccagc tatcgtgggc acatgctcat cctggcggag cgcactaagc ggatgcagct 1200 
tctcctcgcc ggcaacctgg tgcccatcca cctgagcacc tacgtggcct gttggaaggg 1260 
agcctactcc ttcttcaccc tgatggccga tcgagatggc ctgggttctt ag 1312 



<210> 102 
<211> 1532 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 24D1., segment of DBGP Clone No. AC004371 



<220> 



203 



<221> intron 
<222> (1) . . (87) 



<220> 

<221> intron 
<222> (403) . . (456) 

<220> 

<221> intron 
<222> (609) . . (689) 

<220> 

<221> intron 

<222> (1063) . . (1114) 

<220> 

<221> intron 

<222> (1214) . . (1268) 

<220> 

<221> intron 

<222> (1422) . . (1481) 

<400> 102 

aatatataca tgcagttcca aaggctataa aggacgaggg tcaaaggatt atgggctgaa 60 
aagtgtttgg tgtcctcgga gagaaagatg ttacctcgat tcctgaccgc ctcctatcca 120 
atggagcgcc attatttcat ggtgccaaag tttgcattat cgctgattgg tttttatccc 180 
gaacagaagc gaacggtttt ggtgaaactt tggagtttct" tcaacttttt catcctcacc 240 
tacggctgtt atgcagaggc ttactatggc atacactata taccgattaa catagccact 300 
gcattggatg ccctttgtcc tgtggcctcc agcattttgt cgctggtgaa aatggtcgcc 360 
atttggtggt atcaagatga attaaggagt ttgatagagc gggtaagatt tttaacagag 420 
caacagaagt ccaagaggaa actgggctat aagaagaggt tctatacact ggcaacgcaa 4 80 
ctaacattcc tgctactatg ctgtggattt tgcaccagta cttcctattc cgtcagacat 540 
ttgattgata atatcctgag acgcacccat ggcaaggact ggatctacga gactccgttc 600 
aagatgatgt aaggaaaggg aagaatggtt tatatatact tttggaacga aataatgatg 660 
tgatctaaac aagatgcact tttttttagg ttccccgatc ttctcctgcg tttgccactc 720 
tatcccatca cctatatact cgtgcattgg catggctaca ttactgtggt ttgttttgtc 780 
ggcgcggatg gtttcttcct ggggttctgt ttgtacttca ctgttttgct gctctgtctg 840 
caggacgatg tttgtgattt actagaggtt gaaaacatcg agaagagtcc ctccgaagcg 900 
gaggaagctc gcatagttcg ggaaatggaa aaactggtgg accggcataa cgaggtggcc 960 
gagctgacag aaagattgtc gggtgttatg gtggaaataa cactggccca ctttgttact 1020 
tcgagtttga taatcggaac cagcgtggtg gatattttat tagtgggtat ttacatttga 1080 
ttagatcctt tcgatatatg ttcttaaatt ctagttttcc ggcctgggaa tcattgtgta 1140 
tgtggtctac acttgtgccg taggtgtgga aatatttcta tactgtttag gaggatctca 1200 
tattatggaa gcggtatatt cataagaaac tactataaag ttacttttaa attcattgca 1260 
tttcttagtg ttccaatcta gcgcgctcca cattttccag ccactggtat ggccacagtg 1320 
ttcgggtcca aaagatgacc cttttgatgg tagctcgtgc tcaacgagtt ctcacaatta 1380 
aaattccttt cttttcccca tcattagaga ctctaacttc ggtaagctta tgcgaaaatg 1440 
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ttatggtaca cacaagtcta catttctatg aggtcttgta gattttgcgc ttcactggat 1500 
ctctgattgc cctggcaaag tcggttatat aa 1532 



<210> 103 
<211> 1691 
<212> DNA 

<213> Drosophila melanogaster 



<220> 

<223> DOR 25A.1, segment of BDGP Clone No. AC005463 
<220> 

<221> intron 
<222> (1) . . (121) 



<220> 

<221> intron 

<222> (898) . . (1192) 

<220> 

<221> intron 

<222> (1551) . . (1613) 



<400> 103 

aagaggaacg cctactaaat tggcaaacat taattaagaa ctacaaatcg cggactataa 60 

aagcattccg agctcctcct atcgccagtt atattatagc cttaaacatt cgaaacttta 120 

gatgttcgga cactttaagc tcgtctatcc ggctcctata tcggagccca tacagtctag 180 

ggattcgaat gcatacatga tggagacgct gcgaaattcg ggcttgaatt tgaagaacga 240 

tttcggtata. ggccgcaaga tttggagggt gttttcgttc acctacaata tggtgatact 300 

tcccgtaagt ttcccaatca actatgtgat acatctggcg gagttcccgc cggagctgct 360 

gctgcaatcc ctgcaactgt gcctcaacac ttggtgcttc gctctgaagt tcttcactct 420 

gatcgtctat acgcaccgct tggagctggc caacaagcac tttgacgaat tggataagta 480 

ctgcgtgaag ccggcggaga agcgcaaggt tcgcgacatg gtggccacta ttacaagact 540 

gtacctgacc ttcgtcgtgg tctacgtcct ctacgccacc tccacgctac tggacggact 600 

actgcaccac cgtgttccct acaatacgta ctatccgttc ataaactggc gagtcgatcg 660 

gacccagatg tacatccaga gttttctgga gtacttcacc gtgggttatg ccatatatgt 720 

ggccaccgcc accgattcct accctgtgat ttacgtggca gccctgcgaa ctcatattct 780 

cttgctcaag gaccgtatca tttacttggg cgatcccagc aacgagggta gcagcgaccc 840 

gagctacatg tttaaatcgt tggtggattg tatcaaggca cacagaacca tgctaaagta 900 

agtcagtttc attatcctac cggaaatatc aacaaccgtg aattatgttt tcactcaacg 960 

gatctgaatt tattcggaaa actgaataaa agtacaactt ttataagaac tcgctattga 1020 

tatttctgaa tatataagag tatattttta cattcaggat aaaataaatg gtatatcaaa 1080 

cgattcgaca taaaactatt ttatttcaaa taaattagct tacatttttt aaaatatatg 1140 

cattaattta aattttcaat gttaaaaacc catcccactg tttcccatgc agtttttgtg 1200 

atgccattca accaatcatc tctggcacga tatttgccca attcatcata tgcggatcga 1260 

tcctgggcat aattatgatc aacatggtat tgttcgctga tcaatcgacc cgattcggca 1320 

tagtcatcta cgttatggcc gtccttctgc agacttttcc gctttgcttc tactgcaacg 1380 
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ccatcgtgga cgactgcaaa gaactggccc acgcactttt ccattccgcc tggtgggtgc 1440 
aggacaagcg ataccagcgg actgtcatcc agttcctgca gaaactgcag cagcccatga 1500 
ccttcaccgc catgaacata tttaacatta atttggccac taacatcaat gtaagtccac 1560 
tgctctcggt tagaacgggg aaggaagcaa agtccgaact tcaatccttg caggtagcca 1620 
agttcgcctt caccgtgtac gccatcgcga gcggtatgaa cctggaccaa aagttaagca 1680 
ttaaggaata g 1691 



<210> 104 
<211> 1333 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 33B.1, region of BDGP Clone No. AC006240 
<220> 

<221> intron 
<222> (1) . . (121) 

<220> 

<221> intron 
<222> (844) . . (918) 

<400> 104 

ctggaatcaa ttaaatataa ttgcggggac aacaattacg tctacccgac ttaaatttaa 60 

ttattaaaag ggaccagtat aaaaggaaag gcggtacata acttgtccaa ttgtttcaaa 120 

tatggattca agaaggaaag tccgaagtga aaatctttac aaaacctatt ggctttactg 180 

gcgacttctg ggagtcgagg gcgattatcc ttttcgacgg ctagtggatt ttacaatcac 240 

gtctttcatt acgattttat ttcccgtgca tcttatactg ggaatgtata aaaagcccca 300 

gattcaagtc ttcaggagtc tgcatttcac atcggaatgc cttttctgca gctataagtt 360 

tttctgtttt cgttggaaac ttaaagaaat aaagaccatc gaaggattgc tccaggatct 420 

cgatagtcga* gttgaaagtg aagaagaacg caactacttt aatcaaaatc ■ caagtcgtgt 480 

ggctcgaatg ctttcgaaaa gttacttggt agctgctata tcggccataa tcactgcaac 540 

tgtagctggt ttatttagta ctggtcgaaa tttaatgtat ctgggttggt ttccctacga 600 

ttttcaagca accgccgcaa tctattggat tagtttttcc tatcaggcga ttggctctag 660 

tctgttgatt ctggaaaatc tggccaacga ttcatatccg ccgattacat tttgtgtggt 720 

ctctggacat gtgagactat tgataatgcg tttaagtcga attggtcacg atgtaaaatt 780 

atcaagttcg gaaaatacca gaaaactcat cgaaggtatc caggatcaca ggaaactaat 840 

gaagtaagaa taaagattta agaaccgcat gtttgatagc tcagagaact gataattaat 900 

caaatgtaac ttttccagga taatacgcct acttcgcagc actttacatc ttagccaact 960 

gggccagttc ctttctagtg gaatcaacat ttccataaca ctcatcaaca tcctgttctt 1020 

tgcggaaaac aactttgcaa tgctttatta tgcggtgttc tttgctgcaa tgttaataga 1080 

actatttcca agttgttact atggaattct gatgacaatg gagtttgata agctaccata 1140 

tgccatcttc tccagcaact ggcttaaaat ggataaaaga tacaatcgat ccttgataat 1200 

tctgatgcaa ctaacactgg ttccagtgaa tataaaagca ggtggtattg ttggcatcga 1260 

tatgagtgca ttttttgcca cagttcggat ggcatattcc ttttacactt tagccttgtc 1320 

atttcgagta tag 1333 
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# 



<210> 105 

<211> 1442 

<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 33B.2, region of BDGP Clone No. AC006240 
<220> 

<221> intron 

<222> (1) . . (121) 

<220> 

<221> intron 

<222> (849) . . (1030) 

<400> 105 

tatagggtta tcaaactcgc agtaaattga tgggcgtaac gatgtgggac tataatttag 60 

ccatttagaa cgactagtat aaaagaggaa atgccgcagg accttttcaa ttgtttcaaa 120 

catggactta aaaccgcgag tcattcgaag tgaagatatc tacagaacct attggttata 180 

ttggcatctt ttgggcctgg aaagcaattt ctttctgaat cgcttgttgg atttggtgat 240 

tacaattttc gtaaccattt ggtatccaat tcacctgatt ctgggactgt ttatggaaag 300 

atctttgggg gatgtctgca agggtctacc aattacggca gcatgctttt tcgccagctt 360 

taaatttatt tgttttcgct tcaagctatc tgaaattaaa gaaatcgaaa tattatttaa 420 

agagctggat cagcgagctt taagtcgaga ggaatgcgag tttttcaatc aaaatacgag 480 

acgtgaggcg aatttcattt ggaaaagttt cattgtggcc tatggactgt cgaatatctc 540 

ggctatt'gca tcagttcttt tcggcggtgg acataagcta ttatatcccg cctggtttcc 600 

atacgatgtg caggccacgg aactaatatt ttggctaagt gtaacatacc aaattgccgg 660 

agtaagtttg gccatacttc agaatttggc caatgattcc tatccaccga tgacattttg' 720 

cgtggttgcc ggtcatgtaa gacttttggc gatgcgcttg agtagaattg gccaaggtcc 780 

agaggaaaca atatacttaa ccggaaagca attaatcgaa agcatcgagg atcaccgaaa 840 

actaatgaag taatgtacat atatagaatg gtttttagtt attatcatta aatgaacgtg 900 

ttgtaggaaa accattctgt ttgtcgggtg tcacggaaat cgattttcct taatttacat 960 

atgatattaa atacttcctt gcaaacaatt atcatattag taatttagaa tctttattat 1020 

ttatttccag aatagtggaa ttactgcgca gcaccatgaa tatttcgcag ctcggccagt 1080 

■ttatttcaag tggtgttaat atttccataa cactagtcaa cattctcttc tttgcggata 1140 

ataatttcgc tataacctac tacggagtgt acttcctatc gatggtgttg gaattattcc 1200 

cgtgctgcta ttacggcacc ctgatatccg tggagatgaa ccagctgacc tatgcgattt 1260 

actcaagtaa ctggatgagt atgaatcgga gctacagccg catcctactg atcttcatgc 1320 

aactcaccct ggcggaagtg cagatcaagg ccggtgggat gattggcatc ggaatgaacg 1380 

ccttctttgc caccgtgcga ttggcctact ccttcttcac tttggccatg tcgctgcgtt 1440 

aa 1442 



<210> 106 
<211> 1354 



207 



* # 



<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 33B.3, region of BDGP Clone No. AC006240 
<220> 

<221> intron 
<222> (1) . . (120) 

<220> 

<221> intron 
<222> (852) . . (930) 



<400> 106 

tatatatatg aatatatgag catcttcttg ttcatagtgg tataatttct cgcagtgttt 60 
cctctcatga catctgcata aaagctccag ccttgctggg aaatgtgcat taggtgaaca 120 
atggtcatta tcgacagtct tagtttttat cgtccattct ggatctgcat gcgattgctg 180 
gtaccgactt tcttcaagga ttcctcacgt cctgtccagc tgtacgtggt gttgctgcac 240 
atcctggtca ccttgtggtt tccactgcat ctgctgctgc atcttctgct acttccatct 300 
accgctgagt tctttaagaa cctgaccatg tctctgactt gtgtggcctg cagtctgaag 360 
catgtggccc acttgtatca cttgccgcag attgtggaaa tcgaatcact gatcgagcaa 420 
ttagacacat ttattgccag cgaacaggag catcgttact atcgggatca cgtacattgc 480 
catgctaggc gctttacaag atgtctctat attagctttg gcatgatcta tgcgcttttc 540 
ctgttcggcg tcttcgttca ggttattagc ggaaattggg aacttctcta tccagcctat 600 
ttcccattcg acttggagag caatcgcttt ctcggcgcag tagccttggg ctatcaggta 660 
ttcagcatgt tagttgaagg cttccagggg ctgggcaacg atacctatac cccactgacc 720 
ctatgccttc tggccggaca tgtccatttg tggtccatac gaatgggtca actgggatac 780 
ttcgatgacg agacggtggt gaatcatcag cgtttgctgg attacattga gcagcataaa 840 
ctcttggtgc ggtaagcttt gattaactaa cttttgacaa gaagtttatt cactttaact 900 
ggttccaaaa acgatgcact caatgtgcag attccacaac ctggtgagcc ggaccatcag 960 
cgaagtgcaa ctggtgcagc tgggcggatg tggagccact ctgtgcatca ttgtctccta 1020 
catgctcttc tttgtgggcg acacaatctc gctggtctac tacttggtgt tctttggagt 1080 
ggtctgcgtg cagctctttc ccagctgcta ttttgccagc gaagtagccg aggagttgga 1140 
acggctgcca tatgcgatct tctccagcag atggtacgat caatcgcggg atcatcgatt 1200 
cgatttgctc atctttacac aattaacact gggaaaccgg gggtggatca tcaaggcagg 1260 
aggtcttatc gagctgaatt tgaatgcctt tttcgccacc ctgaagatgg cctattccct 1320 
ttttgcagtt gtggtgcggg caaagggtat atag 1354 



<210> 107 
<211> 1795 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 43B.1, NCBI Accession No. AF127926 



208 



<220> 
<221> 
<222> 



intron 

CD • • (121) 



<220> 

<221> intron 
<222> (539) . . (692) 

<220> 

<221> intron 

<222> (1013) . . (1075.) 

<220> 

<221> intron 

<222> (1176) . . (1319) 

<220> 

<221> intron 

<222> (1422) . . (1487) 

<220> - 

<221> intron , 
<222> (1596) . . (1690) 



<400> 107 

gcccgcagat tgccctcctc gatggcgaca attggtgcag aataaaagac atttgcccag 60 
cactttgcag cacagtctgg agtggatctg ccggtaagga gcttatagaa agtgccgagc 120 
aatgacaatc gaggatatcg gcctggtggg catcaacgtg cggatgtggc gacacttggc 180 
cgtgctgtac cccactccgg gctccagctg gcgcaagttc gccttcgtgc tgccggtgac 240 
tgcgatgaat ctgatgcagt tcgtctacct gctgcggatg tggggcgacc tgcccgcctt 300 
cattctgaac atgttcttct tctcggccat tttcaacgcc ctgatgcgca cgtggctggt 360 
cataatcaag cggcgccagt tcgaggagtt tctcggccaa ctggccactc tgttccattc 420 
gattctcgac tccaccgacg agtgggggcg tggcatcctg cggagggcgg aacgggaggc 480 
tcggaacctg gccatcctta atttgagtgc ctccttcctg gacattgtcg gtgctctggt 540 
atcgccgctt ttcagggagg agagaggtta gtacactcac agaatgggat taaaataacc 600 
gtcattcaaa tcgaaaggat atttgtagag taaaagagtg gaaaattgct aaatagtggt 660 
taaaactgca aagtagtttg tgcattgctt agtttttcga atataaattc ccaattggtg 720 
ttgtcacttt tttccttcca gctcatccct tcggcttagc tctaccagga gtgagcatga 780 
ccagttcacc cgtctacgag gttatctact tggcccaact gcctacgccc ctgctgctgt 840 
ccatgatgta catgcctttc gtcagccttt ttgccggcct ggccatcttt gggaaggcca 900 
tgctgcagat cctggtacac aggctgggcc agattggcgg agaagagcag tcggaggagg 960 
agcgcttcca aaggctggcc tcctgcattg cgtaccacac gcaggtgatg cggtgagccg 1020 
caggggaaga aatcgggggt tggggaaatc tctaagctgc tcatttccat ttcagctatg 1080 
tgtggcagct caacaaactg gtggccaaca ttgtggcggt ggaagcaatt atttttggct 1140 
cgataatctg ctcactgctc ttctgtctga atattgtagg ccactgattt tgagttcggg 1200 
tgccacagag cctccataaa ttggaagaac caaaactttg ggatggcggt cttctatggc 1260 
actgtggcac tccgagatct aagactgtgg tccttttaaa aataccatta ccattccaga 1320 
taacctcacc cacccaggtg atctcgatag tgatgtacat tctgaccatg ctgtacgttc 138.0 
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tcttcaccta ctacaatcgg gccaatgaaa tatgcctcga ggtgatacta ccaactccat 1440 
tcaatttgat agctatccat gactccttat aacttgtatc catgcagaac aaccgggtgg 1500 
cggaggctgt ttacaatgtg ccctggtacg aggcaggaac tcggtttcgc aaaaccctcc 1560 
tgatcttctf gatgcaaaca caacacccga tggaggtggg tgggcattgg gtgcatttca 1620 
tttgcgagtc attgcgagga ctgtaatcca tttccattcc gggtgctgtg cgctccattt 1680 
catcttgcag ataagagtcg gcaacgttta ccccatgaca ttggccatgt tccagagtct 1740 
gttgaatgcg tcctactcct actttaccat gctgcgtggc gtcaccggca aatga 1795 



<210> 108 
<211> 1426 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 46F.1, region of BDGP Clone No. AC005974 
<220> 

<221> intron 
<222> (1) . . (120) 

<220> 

<221> intron 

<222> (949) . . (1040) 

<220> 

<221> intron 

<222> (1130) . . (1185) 

<400> 108 

ataatttaat gattaaccaa cgattaggtc gtctaatgac attttaaatg ccgttcagaa 60 

gccttataaa cacttgaacg aatcaattaa tcttaagttc tggaaaaatc tggacgtgaa 120 

atgagcaaag gagtagaaat cttttacaag ggccagaagg cattcttgaa catcctctcg 180 

ttgtggcctc agatagaacg ccggtggaga atcatccacc aggtgaacta tgtccacgta 240 

attgtgtttt gggtgctgct ctttgatctc ctcttggtgc tccatgtgat ggctaatttg 300 

agctacatgt ccgaggttgt gaaagccatc tttatcctgg ccaccagtgc agggcacacc 360 

accaagctgc tgtccataaa ggcgaacaat gtgcagatgg aggagctctt taggagattg 420 

gataacgaag agttccgtcc tagaggcgcc aacgaagagt tgatctttgc agcagcctgt 480 

gaaagaagta ggaagcttcg ggacttctat ggagcgcttt cgtttgccgc cttgagcatg 540 

attctcatac cccagttcgc cttggactgg tcccaccttc cgctcaaaac atacaatccg 600 

cttggcgaga ataccggctc acctgcttat tggctcctct actgctatca gtgtctggcc 660 

ttgtccgtat cctgcatcac caacatagga ttcgactcac tctgctcctc actgttcatc 720 

ttcctcaagt gccagctgga cattctggcc gtgcgactgg acaagatcgg tcggttaatc 780 

actacttctg gtggcactgt ggaacagcaa cttaaggaaa atatccgcta tcacatgacc 840 

atcgttgaac tgtcgaaaac cgtggagcgt ctactttgca agccgatttc ggtgcagatc 900 

ttctgctcgg ttttggtgct gactgccaat ttctatgcca ttgctgtggt gagctgtgaa 960 

ttcgcaacaa gaagactatc ataaatgctt tctagaaaaa caatggtctt aatttgtttt 1020 

ccctatatac ataattgtag ttatctgacg agaggctgga gctctttaag tatgtgacct 1080 
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atcaggcgtg catgttgatt cagattttta tattgtgcta ctatgccggg tgggtattcc 1140 

atatccgaaa tgcctcccca ggccagtaat gaatttcatc gtcagtgagg taacccagcg 1200 

cagcctggac cttccgcacg agctgtacaa gacctcctgg gtggactggg actacaggag 1260 

ccgaaggatt gcgctcctct ttatgcaacg ccttcactcg accttgagga ttaggacact 1320 

taatccaagt cttggttttg acttaatgct cttcagctcg gtgagttctt tccgtgtttt 1380 

gacttttttg tgcactgtag ccaatttcca taatgaggct cattag 1426 



<210> 109 
<211> 1337 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 46F.2, region of BDGP Clone No. AC005974 
<220> 

<221> intron 
<222> (1) . . (121) 

<220> 

<221> intron 

<222> (1223) . . (1283) 

<400> 109 

gcactgtagc caatttccat aatgaggctc attagcgaat ttaagttcgt ggcctataaa 60 

aggctttcct cgtgcggttc atgatggaaa agtgaaaatt gtcagcatgt ctcagcatca 120 

gatggttacg gaggactttt ataagtacca ggtgtggtac ttccaaatcc ttggtgtttg 180 

gcagctcccc acttgggccg cagaccacca gcgtcgtttt cagtccatga ggtttggctt 240 

catcctggtc atcctgttca tcatgctgct gcttttctcc ttcgaaatgt tgaacaacat 300 

ttcccaagtt agggagatcc taaaggtatt cttcatgttc gccacggaaa tatcctgcat 360 

ggccaaatta ttgcatttga agttgaagag ccgcaaactc gctggcttgg ttgatgcgat 4 20 

gttgtcccca gagttcggcg ttaaaagtga acaggaaatg cagatgctgg aattggatag 480 

agtggcggtt gtccgcatga ggaactccta cggcatcatg tccctgggcg cggcttccct 540 

gatccttata gttccctgtt tcgacaactt tggcgagcta ccactggcca tgttggaggt 600 

atgcagcatc gagggatgga tctgctattg gtcgcagtac cttttccact cgatttgcct 660 

gctgcccact tgtgtgctga atataaccta cgactcggtg gcctactcgt tgctctgttt 720 

cttgaaggtt cagctacaaa tgctggtcct gcgattagaa aagttgggtc ctgtgatcga 780 

accccaggat aatgagaaaa tcgcaatgga actgcgtgag tgtgccgcct actacaacag 840 

gattgttcgt ttcaaggacc tggtggagct gttcataaag gggccaggat ctgtgcagct 900 

catgtgttct gttctggtgc tggtgtccaa cctgtacgac atgtccacca tgtccattgc 960 

aaacggcgat gccatcttta tgctcaagac ctgtatctat cagctggtga tgctctggca 1020 

gatcttcatc atttgctacg cctccaacga ggtaactgtc cagagctcta ggttgtgtca 1080 

cagcatctac agctcccaat ggacgggatg gaacagggca aaccgccgga ttgtccttct 1140 

catgatgcag cgctttaatt ccccgatgct cctgagcacc tttaacccca cctttgcttt 1200 

cagcttggag gcctttggtt ctgtagggca ' gcagaaattc ctttatatat catttattac 1260 

tggttatgct cttctccttt cagatcgtca actgctccta cagctacttc gcactgctga 1320 

agcgcgtcaa cagttaa 1337 
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<210> 110 
<211> 1466 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 47E.1, NCBI Accession No. AF156880 
<220> 

<221> intron 
<222> (1) . . (121) 

<220> 

<221> intron 
<222> (423) . . (478) 

<220> 

<221> intron 
<222> (669) . . (728) 

<220> 

<221> intron 

<222> (1345) . . (1415) 

<400> 110 

gggtattaaa gagctgtact ttcgcatctg tatttcattt attcctactc aattgaaagg 60 
tttaaaaccc ctgaactgaa cacacttgac ttagtgtgag gccgaattaa cccttgtcga 120 
catggacagt tttctgcaag tacagaagag caccattgcc cttctgggct ttgatctctt 180 
tagtgaaaat cgagaaatgt ggaaacgccc ctatagagca atgaatgtgt ttagcatagc 240 
tgccattttt ccctttatcc tggcagctgt gctccataat tggaagaatg tattgctgct 300 
ggccgatgcc atggtggccc tactaataac cattctgggc ctattcaagt ttagcatgat 360 
actttactta cgtcgcgatt tcaagcgact gattgacaaa tttcgtttgc tcatgtcgaa 420 
tggtgagttg taatccattt cggccagaat gtgtatcatt tcatttatta ttttatagag 480 
gcggaacagg gcgaggaata cgccgagatt ctcaacgcag caaacaagca ggatcaacga 54 0 
atgtgcactc tgtttaggac ttgtttcctc ctcgcctggg ccttgaatag tgttctgccc 600 
ctcgtgagaa tgggtctcag ctattggtta gcaggtcatg cagagcccga gttgcctttt 660 
ccctgtctgt atgtacaaat gatatatatg atatatggtg atcaagttat caggctttgt 720 
tcctaaagtt ttccctggaa tatccacatc attcgcaatt atgttttgag cttcatctgg 780 
agcgctttcg cctcgacagg tgtggtttta cctgctgtca gcttggatac catattctgt 840 
tccttcacca gcaacctgtg cgccttcttc aaaattgcgc agtacaaggt ggttagattt 900 
aagggcggat cccttaaaga atcacaggcc acattgaaca aagtctttgc cctgtaccag 960 
accagcttgg atatgtgcaa cgatctgaat cagtgctacc aaccgattat ctgcgcccag 1020 
ttcttcattt catctctgca actctgcatg ctgggatatc tgttctccat tacttttgcc 1080 
cagacagagg gcgtctacta tgcctcattc atagccacaa tcattataca agcctatatc 1140 
tactgctact gcggggagaa cctgaagacg gagagtgcca gcttcgagtg ggccatctac 1200 
gacagtccgt ggcacgagag tttgggtgct ggtggagcct ctacctcgat ctgccgatcc 1260 
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ttgctgatca gcatgatgcg ggctcatcgg ggattccgca ttacgggata ctttttcgag 1320 
gcaaacatgg aggccttctc atcggtgggt gaatcatttc cattgtacaa tacatggatt 1380 
tacatgaata ctcttttcta actttccgtt tttagattgt tcgcacggcg atgtcctaca 1440 
tcacaatgct gagatcattc tcctaa 1466 



<210> 111 
<211> 1724 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 47E.2, region of BDGP Clone No. AC005638 
<220> 

<221> intron 
<222> (1) . . (121) 



<220> 

<221> intron 
<222> (256) . . (357) 



<220> 

<221> intron 
<222> (491) . . (552) 

<220> 

<221> intron 

<222> (1071) . . (1119) 



<220> 

<221> intron 

<222> (1328) . . (1456) 



<220> 

<221> intron 

<222> (1616) . . (1673) 



<400> 111 

ctcggtgggc gtttttttgc aaaacaattg cttataaaca tggtaattag accctggagg 60 
cctccttgta catataaaag gaactgaccg cccgcctgga gctcagttca tactttgcga 120 
aatgaacgac tcgggttatc aatcaaatct cagccttctg cgggtttttc tcgacgagtt 180 
ccgatcggtt ctgcggcagg aaagtcccgg tctcatccca cgcctggctt tttactatgt 240 
tcgcgccttt ctgaggtgaa tctggcatcg tccatcactc gatccaatct tttataatcc 300 
acatttttgc catacccaca gtttgctgtg ccagtatccc aacaagaagt tggccagctt 360 
gcccctgtac cgatggatca acttgttcat catgtgcaat gtgatgacca ttttctggac 420 
catgttcgtg gccctgcccg agtcgaagaa cgtgatcgaa atgggcgacg acttggtttg 480 
gatttcgggg gtgagattta ctgattcacc cactcgcaaa tgaacaaact aatggttatt 540 
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tctgggtgat agatggcact ggtgttcacc aagatctttt acatgcattt gcgttgcgac 600 

gagatcgatg aacttatttc ggattttgaa tactacaacc gggagctgag accccataat 660 

atcgatgagg aggtgttggg ttggcagaga ctgtgctacg tgatagaatc gggtctatat 720 

atcaactgct tttgcctggt caacttcttc agtgccgcta ttttcctgca acctctgttg 780 

ggcgagggaa agctgccctt ccacagcgtc tatccgtttc aatggcatcg cttggatctg 840 

catccctaca cgttctggtt cctctacatc tggcagagtc tgacctcgca gcacaaccta 900 

atgagcattc taatggtgga tatggtaggc atttccacgt tcctccagac ggcgctcaat 960 

ctcaagttgc tttgcatcga gataaggaaa ctgggggaca tggaggtcag tgataagagg 1020 

ttccacgagg agttttgtcg tgtggttcgc ttccaccagc acattatcaa gtgagttttg 1080 

tgtgccgagt tacaagtact acacgcgttt ttttggcaga ttggtgggga aagccaatag 1140 

agctttcaat ggcgccttca atgcacaatt aatggccagt ttctccctga tttccatatc 1200 

cactttcgag accatggctg cagcggctgt ggatcccaaa atggccgcca agttcgtgct 1260 

tctcatgctg gtggcattca ttcaactgtc gctttggtgc gtctctggaa ctttggttta 1320 

tactcaggta tgtcgtttaa aatctttgaa aactttttaa caatcactcc ttttcctaat 1380 

tagctgcacc tagatattga aaccttattg aaatttactt attttgagat ttttcctgtt 1440 

caactttcat caatagtcag tggaggtggc tcaggctgct tttgatatca acgattggca 1500 

caccaaatcg ccaggcatcc agagggatat atcctttgtg atactacgag cccagaaacc 1560 

cctgatgtat gtggccgaac c'atttctgcc cttcaccctg ggaacctata tgcttgtaag 1620 

gatataaaaa tgtatataat aaagatatca cgatatcaac cgtccatttt caggttctga 1680 

agaactgcta tcgtttgctg gccctgatgc aagaatcgat gtag 1724 



<210> 112 
<211> 1318 
<212> DNA 

<213> Drosophila melanogaster 
<220> 

<223> DOR 59D.1, region of . BDGP Clone No. AC005672 
<220> 

<221> intron 
<222> (1) . . (120) 

<220> 

<221> intron 
<222> (846) . . (903) 

<400> 112 

taattgaggt ggccacgcaa ggctaattac ataattgggc aatcgcaccg attgagccat 60 

cacccaaaac ggtatttaag tgtggagaac cttacattaa agccgagaat tcaaggaacc 120 

atggcagagg tcagagtgga cagtctggag tttttcaaga gccattggac cgcctggcgg 180 

tacttgggag tggctcattt tcgggtcgag aactggaaga acctttacgt gttttacagc 240 

attgtgtcga atcttctcgt gaccctgtgc taccccgttc acctgggaat atccctcttt 300 

cgcaaccgca ccatcaccga ggacatcctc aacctgacca cctttgcgac ctgcacagcc 360 

tgttcggtga agtgcctgct ctacgcctac aacatcaagg atgtgctgga gatggagcgg 420 

ctgttgaggc ttttggatga acgcgtcgtg ggtccggagc aacgcagcat ctacggacaa 4 80 

gtgagggtcc agctgcgaaa tgtgctatac gtgttcatcg gcatctacat gccgtgtgcc 540 
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ctgttcgccg agctatcctt tctgttcaag 
tttcccttcg actggctgca ctccaccagg 
gtgggcatct cgtttcagct gctgcaaaac 
ctgtgcctga tctcatccca catcaaaatg 
gatccagcca gagatgcgga gaaggacctg 
ctagagtggg caggcggctc attgtaacgt 
cagactattc cgacgcatcg aggccttcat 
gaccgccttg aatgtgtgca tcggtttagc 
ggcacggatg tacttcatct tctactccct 
ctttttcggc accgacaacg agtactggtt 
caattggcac acacagaaca ggagctttaa 
gttgaagaag agcaccgctg tggctggcgg 
ttccacccta aagggggcct actccctctt 



m m 

f 

gaggagcgcg gtctgatgta tcccgcctgg 600 
aactattaca tagcgaacgc ctatcagata 660 
tatgttagcg actgctttcc ggcggtggtg 720 
ttgtacaaca gattcgagga ggtgggcctg 780 
gaggcctgca tcaccgatca caagcatatt 840 
tcgtgttcta ttcactttcc aacttttttc 900 
ttccctgccc atgctaattc agttcacagt 960 
agcc'ctggtg tttttcgtca gcgagcccat 1020 
ggccatgccg ctgcagatct ttccgtcctg 1080 
cggacgcctc cactacgcgg ccttcagttg 1140 
gcggaaaatg atgctgttcg ttgagcaatc 1200 
aatgatgcgt atccacctgg acacgttctt 1260 
taccatcatt attcggatga gaaagtag 1318 
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